atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccqgg 


gcctcctcgc caaggacctc 


1080 


gccgtcttgq 


cctcgaggga 


qgggctaqac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccqaqqqqq 


tggcgcggcg 


ctacgggggg 


1200 


qaQtaqacQQ 


aqqacqccqc 


ccaccqqqcc 


ctcctctcgg 


agaggctcca 


tcggaacct'c 


1260 


cttaagcgaa 


acgaggggaa 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tqcqqaqqaq 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttqqcQQQcc 


accccttcaa 


cctcaactcc 


cqqqaccaqc 


tggaaagggt 


gctctttgac 


1500 


qaqcttaqqc 


ttcccgcctt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1560 


qcQQtqctqq 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acqqqccqcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


qccttcqtqq 


ccqaqqcqqq 


ttqqqcqttq 

»-''-333^3*'^3 


gtggccctgg 


actatagcca 


gatagagctc 


1860 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


ggaggggaag 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1'980 


ctgatgcgcc 


qqqcqqccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


qaqqaqqcqq 

3 ^~J_J^_J3 -33 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


qcqqqcctqq 

333333 


atagaaaaga 


ccctggagga 


ggggaggaag 


2160 


cqqqqctacq 


tggaaaccct 


cttcggaaga 


aqqcqctacq 


tgcccgacct 


caacgcccgg 


2220 


qtqaaqaqcq 


tcaqqqaqqc 


cqcqqaqcqc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 



<210> 408 
<211> 836 
<212> PRT 



- 501 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 408 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 , ' 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu. 
275 280 285 
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Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
3 55 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Asn Glu Gly Lys Glu Lys Leu Leu Trp 
420 425 430. 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu. Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 
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His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 ' 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 . 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 
835 

<210> 409 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 409 



atgaattccg aggcgatgct tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc tggcctaccg caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc aggcggtcta cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg ccgtcttcgt ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 
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tacgaggcct 


acaaggcggg gagggccccg acccccgagg acttcccccg gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


QCQQacQaccr 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 






acttccgcgc 


cctcgtgggg gacccctccg 


acaacctccc 


cggggtcaag 


600 




agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa' 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


QOn 
^ \f \j 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


^ V V 




agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 




gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 




cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 




aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgct 


tcgaggggga 


ggagaagctc 


ctttgcctct 


accacgaggt 


ggaaaagccc 


1320 


CtLCt-CCCOOCI 


tcctggccca 


tatggaggcc 


accggggtac 


99cgggacgt 


ggcctacctt 


^ J O \J 


caggccct t t 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


gagcttaggc 


ttcccgcctt 


gaagaagacg 


a ^5 cr a ^3 o A r* A cf 


gcaagcgctc 


caccagcgcc 


1560 


Q CQQ t Q c t crcr 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gage t caeca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1(580 


acaaoccQcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1 740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 




gccttcgtgg 


ccgaggcggg 


ttgggcgttg 


gtggccctgg 


CI ^ V»» C*. 


era t" /5cracrr't" c 




cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


99a9999sag 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 
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ttccaaagct tccccaaggt gcgggcctgg atagaaaaga ccctggagga ggggaggaag 2160 
cggggctacg tggaaaccct cttcggaaga aggcgctacg tgcccgacct caacgcccgg 2220 
gtgaagagcg tcagggaggc cgcggagcgc atggccttca acatgcccgt ccagggcacc 22 80 
gccgccgacc tcatgaagct cgccatggtg aagctcttcc cccgcctccg ggagatgggg 2340 
gcccgcatgc tcctccaggt cgccaacgag ctcctcctgg aggcccccca agcgcgggcc 2400 
gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 
ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggt 2508 
<210> 410 
<211> 836 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400>. 410 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 

15 ., 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 . 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 
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Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 • 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 ^ 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
. 405 410 415 

His Arg Asn Leu Leu Lys Arg Phe. Glu Gly Glu Glu Lys Leu Leu Cys 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 
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Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
-565 . 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 , 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
* 755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 

. 835 
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<210> 411 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 411 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


^g9C99tcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaceaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtceggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 
- 509 - 


tggaaagggt 


gctctttgac 


1500 







aaaaaacrapcr 

y c* ciy c* y c* w y 


aagaagacag gcaagcgctc 


v-p* v.* ^^ZD ZD 


1560 


y ^yy *-y ^ *-yy 


^ ^ ^ w w d V-^ ^ 


ZD ZD ZD ZD 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


aaac t* p a c p ;^ 

^4 o Vfc-i' n v-i" 


aapt" paaaaa 

^ Vj- '■H V* O. 


p acct a cert a 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 




tccacacccg 


ct tcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


t cccrapccca 

^ V— ^^^n ^^^^ 


appt^cfpaciaa 

C<4 


catccccatc 


cgcaccccct 


tgggccagag gatccgccgg 


1800 


acct t cataa 

^3 ^ ^ ^ ^ 13 


y ci y y ^ y y y 


t taaacat ta 

^ W W ^ *H 


gtggccctgg 


actatagcca 


gatagagctc 


1860 


^y^y U'^^ 




^yyyyo^ycici 


aacctgatca 


gggtcttcca 


ggaggggaag 


1920 


y Cl\v CI ^ Vw' Nw/ d v.i> CI 


rr* p a CT a rr* CI 

v.- V_f d V_r W ^ Va- 


a a OP t cjcia t cs 
cmy ^ ^y y ^ ^ y 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


Cf'CIfii'CSCCSCC 

V— ' Ci N-^ V_> 


3 Z3 Z3 3 ^ ^ CT. d 


aa paat aa a p 
y ^ y y y ^ 


ttcggcgtcc 


tctacggcat 


O't* r^r^ <~* \~ 
y L. v^L^y L'^^^Ct L. 


2040 


a aar* t" r* t" rr* r* 

OiV^y W ^ ^ w- Va- V— ■ 


^ z3 V» W \^ 


patpppptap 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


t t ccaaaac t 

^ W N-i- ^n' Wl^H \^ 


tccccaaaat 


CTCQacrc c t acr 
y^yyy '^'^ »-yy 


atagaaaaga 


ccctggagga 


9999^99^^9 


2160 


CCSClCICSCt.cLCCt 
^3 ^3 ^ ^ ^ z3 


tacraaaccct 


ct t CQaaaaa 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


cr "h a a a era CT cr 
y ^y ^^y ^y ^y 




p cr p cr era CI p CT p 
v^y^yywy^yL.. 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


C99ctttggc 


caaggaggcc 


^tggagaagg cctatcccct 


cgccgtgccc ^ 


2460 


ctggaggtgg 


^99tggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 



<210> 412 

<211> 836. 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 412 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
1 5 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr- Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu LeU Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 
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Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 .295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 ' 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 
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Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Phe Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 ^ 635 . 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 



Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 
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Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 



Ser Ala Lys Gly 





835 


<210> 


413 


<211> 


42 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


n 


<222> 


(19) . . (21) 


<223> 


n is any base a,t,c 


<400> 


413 



caggagctta ggcttcccnn nttgaagaag acgaagaaga ca 

<210> 414 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 414 
cctaagctcg tcaaagag 
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<210> 415 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 415 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


12 0 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acecccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


^99^9999 t a 


C9a99t9cgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 
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gagcttaggc 


ttcccgtttt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg 


gtggccctgg 


actatagcca 


gatagagctc 


1860 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


ggaggggaag 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


^ ^ ^ ^ ^ 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


ccacgaagct. 


cgccacggcg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 



<210> 416 
<211> 836 
<212> PRT 

<213> Artificial Sequence 
'<220> 

<223> Synthetic 
<400> 416 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 
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Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu .Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215. 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 .410 415 



- 516 - 



His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Val Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg isiu Leu Thr Lys 
530 ' 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 * 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 



Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Aia 
740 745 750 
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Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys. Gly 
835 

<210> 417 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 417 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


■gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


C99ctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


^99^9999 t a 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 
-518- 


tcctctcccg 


ccccgagccc 


960 



• 



a t" CI t" cracr p cf cr 


ciy u. u- « w«y ^ 


ciciYcicic^ccsc*c 
\.r w ^ y ^ ^ 


t" a p a crcrcrcr p cr 

*-y^^yyyy*-y 


cfp pcipcf t" cfpa 
y ^ ^y ^y ^y ^ ^ 


CCdddC*fidC*7^ 

^ ^ y y y ^ dy ^ d 


1020 


cracccct taa 

>J t* ^ \.* V» 1- *— '-j Vj 


caaaactaaa 
^3 3 3 ^ ^ ^ tt 


aaacct caacT 


a aacr t p c crcicr 
y ciyy »-^^yyy 


ace t CP t cap 


caaaaapct^c 


1080 




L^v^yayyya 




Pt" pcrt"apppci 


aaaapaa ppp 
yyyd^yd*ta»\»'\_» 


pat" apt" ppt" p 


1140 


y ^ *— C*. v«.« L. \_« 




aaapappapp 
ydd^d^^»d^^ 


ut^t-yciyyyyy 


t" acTPerpacTPcr 

*-yy^y^yy^y 


p t" a perercrererer 

^^«*^yyyyyy 


1200 


y ^y y y " y y 


o.y y^^yvi-wy^ 


^^d^*^yyy^v^ 


p t~ p 1" o t" rrirr 
uv^v^L-^L.oyy 


acraerere'l" er'a 
dy dy y ^ l. ^^d 


^yy dd^^ L.^ 


JL ^ O V/ 


1" i" ^ ^5 nrrir^ r* 
^ L- L^ciciy ^y 


L-v^yciyyyyyci 


ooaf7a anr't" 
y y dy ddy ^ l> ^ 


c t* t* Cf ric 1~ c i~ 
^L'L.L.yy^u^u 


a cca ceraereil" 
d^.a'^dwy dyy u> 


erer aaaaereee 
yy ddddy ^LfU* 


X ^ ^ V 


u^^L-w^-'V^yyy 


1" r* r* t" (T(^ ccr*^ 
L-Vrf^L-yy^\->v.*ci 


u-d wyydyy^\_« 


a cccicrocf t" a c 
d^wyyyy ud^ 


crcf eererera eeit~ 

yy*-yyyc^^y >- 


ereree^ a ee ^ ^ 
yy^^ L.dv^^ L. L- 


X ^ Q 


paaCfPCPl" 1" t" 

^ta^ ^ ^ ^ 


V-^ ^ w 


t CI CaO^ClCI rid 


at* C^CdCCOCC* 


t" CdP\dde^ddPi 
'-'y ^y y ^y y " 


aat" p1" t" ppap 


1440 


tt aacaaacp 

^ ^ Z3 z3 Z3 Z3 ZD 


accccttcaa 

WL v." ^ W ^ N-/ W4 


cct'caapt"pp 

^ 1w \^ W4 w W V-' \^ 


pacrcjappacTP 

^ ^ y y c* ^y ^ 


t" aaa a a aoa 
*'yy^""yyy ^ 


apt~pt^t*t~aap 


1500 


y ciy ^ w I- ciy y 


1" t" r* p a a 1" t" t" 


CI^i^CI?i?iCJ?i PCI 

y ddy ddy d^a-y 


a a era a era ea cr 
ddyddyd^dy 


ere a a oerrel" e 
yik^ddyx^y^ 


v^d^v^dy L^y w 


X ^ V V 




ri (-T(~T/-» o t" 3 rri 
ciyy^-.L»^^ L-ci^y 


y y ^y y ^ ^ d ^ 


^^^dc^y L,yy 


aeiaaera t~ ee*1~ 
dy ddy d u u 


d.y ^irf d v-* y y 


1 ftp n 


y ciy ^ L. v_r cL V ^ ^ 


^nr^Y /^33033 
cty ^ L. wdcty dd 


^^d^^^ L.d^y L^y 


eiae'e'e'e*r*t'e'e' 
yd^o^k^^L-^v^ 


L^ddy w^Uwy L. 


t^^dv^ wv^y dy y 


1 fiftO 

XD O V/ 


(~i r~* n 

^^y y y ^^y 


•|- /-I "3 o f^f^r^n 
uw(w-ctv^ci^.,^L«^y 


/^■^■t"*^aar^^a 
L- u ^ddLr ^dy 


dL* y y \^ d y y 


ot^dC^yyyy ciy 


yc- L. Udy L.dy c 


1 7 A n 


uv^^yd^v^v^OA 


ct^oL.y^ciycid 




oereia e'er^rr' t" 
^y^d^v,^^,^^^ L- 


L. y y y dy d y 


yd L-L..v-.y t^oyy 


1 fton 

X o u u 


yVrf^ \— L-wy ^yy 


^^yciyyL,yyy 


t" t" crcrcTPCj'h "h cr 
L. ^yyy^y ^ ^y 


er i~ erer p e e* i~ ei rr 
yL.yyt^L-1-uyy 


a et" a t" a ere r* a 
d ^ c d L. dy \— • ci 


era t~ a era ere t~ e 
y d L. dy dy ^ u ^ 


X o o w 


pcir'cit" cct^ Cd 
v^yv^y c-v^y 


\_> V> d W ^ ^ ^ ^ 


pcrcicicfa pcia a 

^yyyyd^ydd 


dd^ ^ ia> y d ^ d 


aaat" p t" t* p p a 
yyyL^^L^U'V^^d 


ereraerererera a ri 
y y dy yy y ddy 


X ^ ^ V 






a a cr p t" era a "h cr 
d dy ^ y y d u. y 


t~ t" eerefr*ot* r»r* 
u. L-^yy*ta.y 


eeeeeiera eiere 
^-^y y dyy ^ 


eat" erer a r*f^r^f^ 
yuyydL-irfV-w 


1 QRn 

X J/ o u 


^ 1— yc*.L.y^y^^^— 


yyy^yy^^— dd 


y doyy L.ydd^ 


L. u\_yyv»,yL-v-.v^ 


t" et" a enei r*a i~ 
L- \^ udv^y y Lrd l- 


at" /^rTTi^/^/^a^ 
yu(^i_yL^i^^dL. 




a n(~T(^ ^ ^ 

ciy yL'C^ UL'L.v^ 


dy y dy V— u L-y 


(,^dL.^^\^^L.dv^ 


gaggaggcgg 


cyy L-L-t c UdC 


dy d.y t-y c L. d c 


91 no 

Z X U U 




L> ^ ^ ^ ^ d dy y \— 


cr p CT era f"* t" ofi 

yt-yyyc-t^uyy 


a t* a era ^^^d^ 
d udy ddddy d 


eeei" eroa eiera 
^^^oyydyyd 


ereier era eiera a er 

y y y y ^y y " ^y 


9 1 fiO 
^ X o w 


^y y y y ^ ws^^ 


t" crcia a a p p r* t" 

w ^ ^ CaCau W W w 


pt" t" cactei a era 
^ ^y y ^^y " 


a crcr p CTP t~ a p cr 

ny y vy n^y 


t" dccc*dp\ ppt" 
^y^\.rf<^yd^\rf 


ea a eereeeerer 
^ d c* »-'y y y 


222 0 




t cacraQaaac 


cacaoaacac 

z3 r3 ZD Zj Z3 


a t crQc c ti t c a 


acataccpati 

W4> W N— w 




2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


^tggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 



<210> 418 
<211> 836 
<212> PRT 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 418 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 * 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 
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Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 ' 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp ^ Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 . 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 .490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ser Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 -520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 



Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 
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His Leu Ser Gly Asp 
625 


Glu Asn 
630 


Leu 


He 


Arg 


Val 
635 


Phe 


Gin 


Glu 


Gly 


Lys 
640 




Asp lie His Thr Gin 
64 5 


Thr Ala 


Ser 


Trp 


Met 

\j ^ \j 


Phe 


Gly 


Val 


Pro 


Pro 

^ ^ 


Glu 




Ala Val Asp Pro Leu 
660 


Met Arg 


Arg 


Ala 
665 


Ala 


Lys 


Thr 


Val 


Asn 
670 


Phe 


Gly 




Val Leu Tyr Gly Met 
675 


Ser Ala 


His 
680 


Arg 


Leu 


Ser 


Gin 


Glu 
685 


Leu 


Ala 


He 




Pro Tyr Glu Glu Ala 
690 


Val Ala 
695 


Phe 


He 


Glu 


Arg 


Tyr 
700 


Phe 


Gin 


Ser 


Phe 




Pro Lys Val Arg Ala 
705 


Trp lie 

/XV/ 


Glu 


Lys 


Thr 


Leu 

71 R 

/MO 


Glu 


Glu 


Gly 


Arg 


Lys 

7 90 




Arg Gly Tyr Val Glu 
72 5 


Thr Leu 


Phe Gly 


Arg 
7 7 n 


Arg 


Arg 


Tyr 


Val 


Pro 


Asp 




Leu Asn Ala Arg Val 
740 


Lys Ser 


Val 


Arg 
745 


Glu 


Ala 


Ala 


Glu 


Arg 

/ _> V/ 


Met 


Ala 




Phe Asn Met Pro Val 
755 


Gin Gly 


Thr 
760 


Ala 


Ala 


Asp 


Leu 


Met 
765 


Lys 


Leu 


Ala 




Met Val Lys Leu Phe 
770 


Pro Arg 
775 


Leu Arg 


Glu 


Met 


Gly 


Ala 


Arg 


Met 


Leu 




Leu Gin Val Ala Asn 
785 


Glu Leu 


Leu 


Leu 


Glu 


Ala 
7 Q 


Pro 


Gin 


Ala 


Arg 


Ala 
ft n n 




Glu Glu Val Ala Ala 
805 


Leu Ala 


Lys 


Glu 


Ala 

Rl 0 

O X u 


Met 


Glu 


Lys 


Ala 


Tyr 
fti R 


Pro 




Tif^ii Ala Va 1 pT*ri Ti^ii 

J-iw U -L. d. V C4 X ^ -i- N— / XJ \^ \JL 

820 


VJ J. V CI -1- 


Glu 


Val 
825 


\j J. y 






ox LI 


830 








Ser Ala Lys Gly 
835 
























<210> 419 
























<211> 2508 
























<212> DNA 
























<213> Artificial Sequence 






















<220> 
























<223> Synthetic 
























<400> 419 

atgaattccg aggcgatgct tccgctcttt 


gaacccaaag 


gccgggtcct cctggtggac 


60 


ggccaccacc tggcctaccg caccttcttc 


gccctgaagg 


gcctcaccac gagccggggc 


120 


gaaccggtgc aggcggtcta cggcttcgcc 


aagagcctcc 


tcaaggccct gaaggaggac 


180 


gggtacaagg ccgtcttcgt ggtctttgac 


gccaaggccc 


cctccttccg ccacgaggcc 


240 
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tacgaggcct 


acaaQQCQqq 


qaqqqccccq 

ZD^-DZDZD^^^^ZD 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


aqctqqtqqa 

V* Z^ ^ ^ ZD ZD ZD ZD 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aqqaqqqq t a 

*-*33*-*3333 


cqaqqtqcac 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


4 80 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caqqccqqaq 

^^33'*-'"*— 33»-*3 


540 


caqtaqatqa 


acttccgcgc 


cctcqtqqqq 

^ 3 ZDZDZDZD 


gacccctccg 


acaacctccc 


cqqqqtcaaq 

ZDZDZDZD ^^'-*'-*3 


600 


crqcatCQqqq 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


qqqqaaqcct 

ZDZDZDZD Zj 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcct t 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


CCtqqaQQtO 

*-33'^33 *-3 


780 


gacctcgccc 


aQQQqcqqqa 


gcccgaccgg 


gaggggctta 


gggCCttCCt 


qqaqaqac 1 0 

33 "3 '-*33^ *-3 


840 


gagttcggca 


gcctcctcca 


CQaQttCQQC 

^3 3 ^ ^ 3 -3 


ctcctggagg 


cccccgcccc 


c c t Qaaqaaa 

^ZDZD^ZDZD^ZD 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


QtqqqcttCQ 

• ZD 3 ZD ZD ZD 


tcctctcccg 


ccccgagccc 


960 




agcttaaagc 


cctggccgcc 


^3^*-»'3333^3 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


QaQQ t C CQQQ 

3*^33 ^^-^333 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


c c t cgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgct cct c 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


c c coaacf aoa 
^^^30.33333 




c t acaacraaa 


1200 




aggacgccgc 


ccaccgggcc 


c t c c t c t egg 


a.ga.ggct cca 


t cacraacct c 

v-* v*^ ^ 


1260 


cttaagcgcc 


t GqaQQQQQa 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagcc c 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


qqcqqqacqt 

33*-333'-**-'3 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tQcqqaqqaq 

3 3 3 3 3 3 


atccgccgcc 


tcqaqaaqqa 

^ ^ZD 3 ZD ^^3 -3 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


qaqcttaqqc 


ttcccgcctt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccggtgcc 


1560 


qcqqtqctqq 

ZD^ZDZD^ZD^^ZDZD 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acqqqccqcc 


tccacacccg 


cttcaaccag 


acqqccacqq 


ccacqqqqaq 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tqqqccaqaq 

^ ZDZD^ ZD^^ 


qatccqccqq 


1800 


gccttcgtgg 


cc qaqqcqqq 

^^ZD ^ZD ^^~D 


ttgggcgttg 


qtqqccctqq 

3*-33*^^^*-33 


actatagcca 


gatagagctc 


1860 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 




1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 
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ttccaaagct tccccaaggt gcgggcctgg atagaaaaga ccctggagga ggggaggaag 2160 
cggggctacg tggaaaccct cttcggaaga aggcgctacg tgcccgacct caacgcccgg 2220 
gtgaagagcg tcagggaggc cgcggagcgc atggccttca acatgcccgt ccagggcacc 2280 
gccgccgacc tcatgaagct cgccatggtg aagctcttcc cccgcctccg ggagatgggg 2340 
gcccgcatgc tcctccaggt cgccaacgag ctcctcctgg aggcccccca agcgcgggcc 2400 
gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 
ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggt 2508 
<210> 420 
<211> 836 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 420 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
1 5 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr,Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr . Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70. 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 
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Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 - 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 * 255 

Pro Leu Glu Val Asp' Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser. Leu Leu His Glu 
275 2 80 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala. Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 ' 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 . 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 



- 525 - 



, Thr Gly Lys Arg Ser Thr Gly Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

♦ 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 ' 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 
835 
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<210> 


421 


^ ^ X X 


49 

*x ^ 


<212> 


DNA 


<i ^ X J 


^nX X X X ^ X Cl X O C LXv^ i 1V_» ^ 


^ o o n V. 






o y n t- nc u x c 


✓ 9 9 fi 




<221> 


n 


<222> 


(16) . . (18) 


<223> 


n is any base a,t,c 


<400> 


421 



ggcaagcgct ccaccnnngc cgcggtgctg gaggccctac gg 

<210> 422 

<211> 15 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 422 
99tggagcgc ttgcc 

<210> 423 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 423 

atgaattccg aggcgatgct tccgctcttt gaacccaaag gccgggtcct cctggtggac 
ggccaccacc tggcctaccg caccttcttc gccctgaagg gcctcaccac gagccggggc 
gaaccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct gaaggaggac 
gggtacaagg ccgtcttcgt ggtctttgac gccaaggccc cctccttccg ccacgaggcc 
tacgaggcct acaaggcggg gagggccccg acccccgagg acttcccccg gcagctcgcc 
ctcatcaagg agctggtgga cctcctgggg tttacccgcc tcgaggtccc cggctacgag 
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t tctcgccac 


cctggccaag 


aaggcggaaa 


aaaaaaaata 

ayy oyy yy <-c4. 


caaaatacac 
^y<*yy "-y^y ^ 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgt cct ccac 


480 


cc cgagggc c 


acct cat cac 


CCCQCraQtQCf 


c 1 1 1 gggaga 


agtacggcct 


caggccggag 


540 




acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacc t ccc 


cggggt caag 


600 




^4 


^4 ^ 


c t caaaaacft 


acicicie^ rid cct' 
yyyy"*^y 


ddririririCCt' P 


660 


ct caagaacc 


taaa ccaoQt 

*-yy»^^yyy ^ 


aaaaccaaaa 


aacat c caacr 


aaaaaat caa 


ddcccs^ccit d 


720 


t4 ^-^ W* V.i' ^ \^ 


aact" ct* cct t" 

^-j ^"j ^ ^ W 


aaaacl" ct cc 


caaat apaca 
^yyy *-y ^y 


ppa^ippt ppp 


pp t aaaaat a 
v_<> ^ y y ^y y ^y 


780 


gacct cgccc 


acTcraaccraaa 
*-*yyyy ^y yy *^ 


gcccgaccgg 


gaggggc tt a 


aaacct tcct 

v^f ^ ^ ^-1* w 


aaaaaaac ta 


840 


Qaot tcaaca 

r3 ^ ^ z3 -J 


\^ ^ \^ \^ ^ 


caaat t caac 


\mf w V-i* \tf ^* ZD ZD 


cccccacccp 


ppt aaaaaaa 

uyy c»yy a,y 


900 


gccccctggc 


ccccgccgga 


aggggC C 1 1 C 


ataaact t ca 

ZD Z3 ZD ZD ZD 


tec tct ccca 

V- V** w- *^ \^ V-* 


ccccaaaccc 

\p** ^ ^ 


960 


a t a t acra c cici 


aact taaacrc 


c c t crcrc cere c 

W ^ V- y *3 Vj* w J 


t CI c* no CI a a CO 


CSCCdCClt' dCfi. 

y " ^ y y 


ppaaapaap A 

^y y y ^ c*y w ci 


1020 


aacc*cct~ tcrcr 

w4 \^ \^ \^ ^ ^ 


ccrcrcrcrc t* a a a 
y y y ^ c*dc* 


craacct caacr 


ciacicii' occicici 

y ciyy u^(-.yyy 


acpt pct pap 

y w w ^ w ^ ^y ^ 


paaaoAPP t p 


1080 




^ ^^y^yyy ^ 


CTCJCf CfP t" A CIA P 

y y y y ^ ^ y 


ci" cci\'ciccc*ci 

\-r Liv^y u>y\^v^^y 


aaoA PCfA ppp 

yyyci^yciVw'V^V' 


PAt'OP'hPPt' P 


1140 


gcctacct cc 


tggaccct tC 


Qaacaccacc 

V-* Wh4. Vprft V*' V** 


CCC C[3.CtCICIC[CI 

^-^^^yciyyyyy 


taacacaaca 
"-yy^y *-yy ^y 


c t a c dddddd 

1^ L-cn-yyyyyy 


1200 


a acr t aci a c era 
y ^y ^y y ^^y y 


aaaaccfccac 


\mf Wi> Sfc^ \^ 


c tcct ct caa 


aaaaact ppa 


t CddfifiCCt' P 


1260 


ct taagcgcc 


t caaaooaaa 


Qoaaaacrct c 


c 1 1 taact p t 


appacaaaat 


ddrleirirldCCC 


1320 


c t c t c c pQcrcr 

V— ' Imf Vw* ^ 


t" cctcicrcpps 

V— ^ ^ ^ ^ W Va- ^ C* 


tat crcra acrp p 


appaaaat AP 
v% y y y 


aapaaaa pat 


cidcci' ^CCf" t 
y y V— ' • v_> L« 


1380 


caggcccttt 


ccc tggagc t 


taccraacraacr 


at ccac cac c 

C* \^ 


t caaaaaaaa 

^ Zj ZD ZD Z3 ZD 


aat p 1 1 ppap 


1440 


t tggcgggcc 


acccc t t caa 


cct caac tec 


caaaaccaac 


taaaaaaaat 

^ ZD ZD ^* ZD ZD ZD 


act c t t taac 


1500 


gagct taggc 


1 1 CCCCfCCt t 


craaaaaaaccr 


aaaaaaacaa 

ZD ^^ZD ZD 


acaaacap t p 


cacpaap 1 1 a 


1560 


y ^yy ^-y ^ *-yy 


aaaccct aca 


craaacicccac 


cccat cataa 


aaaaaat PC t 


ccaapaccaa 

\w V*!" 


1620 


gagct caeca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcct cgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


ct tcaaccag 


acggccacgg 


ccacggggag 


get tagtagc 


1740 


tccgacccca 


acc tgcagaa 


catccccgt c 


cgcaccccc t 


t gggc c agag 


gateegecgg 


1800 


acct t catao 

^ ^ ^3 ^ ^3 73 


cccraacfcacra 
'-^y ciyy^-yyy 


1 1 acraccrt t ci 
" y y y *^y ^ y 


ataaccctaa 
y ^^y y ^ ^ y y 


act at aapca 


aat aaaac t p 
y c* dy ^y ^ ^ ^ 


1860 


cacat cc t CQ 

X^^J ^ \^ ^ 


cccacctctc 


caciacracaaa 

ZD ZD Z3 ZD ZD 


aacctaat ca 


aaat ct tpca 


y y y y y y "^y 


1920 


aacat ccaca 

N-*' N-i* 


cccaaaccac 


aacjctacrata 

^*^*ZD ZD ZD ZD 


t t caacatcc 


ccccaaaaac 

^ w ^— 'y y ^y y ^ 


cataaacccp 

wy I- y y c* *^ v,^ w w 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


ggggaggaag 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caaegceegg 


2220 
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QtaaaqaQCQ 


tCaQQQaCTQC 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


^99tggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 



<210> 424 



<211> 836 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 424 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 ^ 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 - 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 
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Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu AsnVal Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 ' 250 * 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 • 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390^ 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
^ 450 455 460 

Leu Glu* Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Leu Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 
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Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Prp Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 



Ser Ala Lys Gly 
835 
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<210> 


425 


<z ± ± > 




<212> 


DNA 


<213> 


ATt" "L "f i p i Spmi^npe 






£t ^ ^ 


Q \7Ti t* h *a t* "i 


^ ^ u ^ 




<221> 


n 


<222> 


(19) . . (21) 


<223> 


n is any base a, t,c, 


<400> 


425 



ggcaagcgct ccaccagcnn ngcggtgctg gaggccctac gg 42 

<210> 426 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 426 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 
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gacctcgccc 


aggggcggga 


gcccgaccgg 


9aggggctta 

— ^ -JJJ3 


gggccttcct 


ggagaqgctq 

33333 3 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


^tgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cc cqaqqqqq 

""^3"33333 


tqqcqcqqcq 

"-33'-'3'-'33>^3 


c t aCQQQQqa 


1200 


gagtggacgg 


aqqacqccqc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggqgga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 
J -J -J J 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaqgagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


gagcttaggc 


ttcccgcctt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagccgt 


1560 


gcggtgctgg 


aggccctacg 


qqaqqcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacgqqgag 

^ ZJ ZJ ZJ ZJ Z) 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tqqqccaqaq 


qatccqccqq 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg 


gtggccctgg 


actatagcca 


gatagagctc 


1860 


cgcgtcctcg 


cccacctctc 


cqqqqacqaa 


aacctgatca 


qqqtcttcca 


qqaqqqqaaq 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


CCCCqqaqqc 


cqtqqacccc 


1980 


ctgatgcgcc 


gggcgqccaa 

333 "33"""" 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


9C999CCtgg 


atagaaaaga 


ccctggagga 


ggggaggaag 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


^99tggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 
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<Z X u > 


4tZ / 


<z±±> 


O /T 

835 


< z ± ^ > 


DPT 


<Z 1 J > 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


427 


Met Asn Ser Glu Ala Met Leu 


1 


5 



10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 '25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 
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Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu'Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Arg Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 



Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr 
580 585 590 
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Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr -Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 . 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 
835 



<210> 


428 


<211> 


2499 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 



- 536 - 



<400> 428 
atgaattcgg 


QQatQCtQCC 


cctctttgag 


cccaagggcc 


gggt cctcct 


aatQaacaoc 

yy<-y3»-*^yy^ 


60 


caccacctgg 


cctaccgcac 


ct tccacgcc 


Ct.05La.000CC 

V-* ^ Z3 ZD ZD Z3 


ticd.ccsLCic2a.o 

^ Vp*" ^^ZD 


cicooooooa.o 
^'-yyyyyycay 


120 


ccggtgcagg 


caat ct accra 


ct tcaccaaa 


aacctcctca 


aaaccct caa 

dy y w Vv' ^ *wdd 


OOeiOOSCOOO 

yy^yy<=^^yyy 


180 


QacQCQCftcia 


tcgtggtc tt 


tgacgccaag 


accccct CC t 


t ccaccacaa 


00CC2tLS^C1000 
y y V ^ w dv^y y y 


240 


QQQtacaaQcr 




ccccacgccg 


aaaaa c 1 1 1 c 

ZD ZD ZD ^ w Xi.* 


CCCOOC^SiClt. 


COCCCl^C13^\lC 
v-»y w v.*- v.» d ^ 


300 


3 3 3 3 3 


tggacctcct 


aaacf c t aaca 


cacct caaaa 


tcccaaacta 

^ w v.* ZD ZD ZD 


caaaacaaac 

ZD ZD ZD ZD ZD 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


ac tacaaaat 


ccacatcctc 


420 


acccrccciaca 

Vi" '-'3 w w* t* 


aaaacc 1 1 1 a 


^ ^ ^3 ^ ^ v« ^ ^ ^ 




t" cca cert" cct* 


^^^d^v^^v^ydy 


480 


3 3 3 t*^>ta* V— • 


t c a r* p c pacrr* 




aa a a a cii" a cci 


y ^ ^ y ^y y ^ 


^ydov^dy ^yy 




^> ti* ^ \^ \^ 


Qcraccctaap 

Zj ^ ^ Zj 


c cracra a r* a a CI 


t~ c paa r* a a cc 


^^^yyyy^ 


d ciy y y ^ d L> ^ 


600 


aaaaacraaaa 

3 3 3 3 ^ 3 3 


caacaacraaa 


act tctcfcraa 

ZD ^ ZD ZD ZD 


aaat aaaaaa 

y '^y '-yyyyy*^* 


occf' oo^^oc* 
y ^ ^ ^y y ^^^y ^ 


cctcctcaaa 


660 


aacctggacc 


ggctgaagcc 


caeca tccaa 


aaaaaaat cc 

ZD ^* Tl ZD 


t aacccaca t 


aaa caa t c t a 

y y c» wy u w ^ *'y 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggact tcgcc 


780 


aaaaggcggg 


agcccgaccg 


gg^^gaggct t 


agggcctt tc 


taaaaaaac t 


t aaat tt aac 


840 


agcc t cct cc 


acaacrt t cog 


cc t t c taaaa 


e^OCCCC?lfiOO 


ccct aaaaaa 
^ %v v_r ^ 3 3 ^y y " 


aaccccc t aa 
y y ^ ^ ^ ^ y y 


900 


W \mi' ^m" \mi' V-^ V-i' 


aacicicrcrr'r't' 

3 3 3 3 »^ ^ ^ 


cataoact 1 1" 




or^a a nna rTor* 

y ^"^y y ciy V- ^ 


^d ^y ^yyy^^ 




gate t tc tgg 


CCCtLOOCCCtC 

Xpf \^ 


^3^^ciy yy y v_ 


ooococot' cc 
y y ^y y ^ ^ 


a ccaaacccc 


co^ioccf' t" a t~ 

v« y ciy v,^ v.^ L« i,« d Lr 


1020 


aaagccc tea 


aaaacc tcraa 


aaaaacacaa 


ooont" t" ct" cci 
y y y v l> ^ ^ l« 


rr'aaanarr^l" 
^.'^ddciyci^v.- U- 


y ^y ^ y ^ ^ ^ y 


1080 


QCCCtQaQQCJ 

3^^^ ^3*^3 3^ 


aaggccttgg 


cctcccgccc 


aacaacaacc 

ZD ZD ZD ZD 


ccatactcct 


cacc t acct c 


1140 


ctggaccctt 


cgaacaccac 


c c c caaaaaa 

w w ^ y a. y y y 


ataacccaac 

ZD ZD ZD ZD Zj 


act acaacaa 

y L-dv^yy v-y y 


aaaat aaa ca 

yy dy uyyd^y 


1200 


a a aa a cTCf c era 

3^33*^33^33 


acraaacaaac 


caccctt tec 

^ ^ ^ ^ 


aaaaaact ct 
3 ^*y y y ^ ^ ^ 


t oooOfmcct' 


act t aaaaaa 
y ^ ^ ^ ^ y ^^y y 


1260 


c t to aaaocra 


aaaacraoact 

ZD ZD ZD ZD ZD 


cct ttaoct t 


t eiC COOO?iOO 

u ci. v- w y y d y y 


t aaa aa aac c 
^^jy ^*y "y y ^ ^ 


c c 1 1 1 c cac t 


1320 


gtcctggccc 


at ataciaaac 


cacaaaaat a 
^^*-y yyyy ^y 


cac caaaa ca 

w y y y a. v^y 


t aac c t a t c t 


caaaacct t a 

\^ dy y y ^ ^ y 


1380 


t c c c t acracf cr 


taaccaaaaa 

3 3 3 33 


03.tLC10ClClCaCl 

y ^y ^ ^ y 


ct cosoanoa 


acfcrt" ct" t" cca 

dyyc-^L»L>v^^y 


cct" OOC(~*OOC* 
\^\^ ^yy**^^yy^ 


1440 


caccccttca 


acctcaactc 


ccaaaaccaa 


c t aaaaaaaa 


t cctct t taa 

^ v,« ^ v« u> ^ y M 


coa.ac t aaaa 

^y^*y *^"yyy 


1500 


cttcccgcca 


tcaagaagac 


gcaaaagacc 


aacaaacact 


\^ \^ b^^p' ZD ZD 


coccot.cct.o 

ZD Zd z3 


1560 


gaggccctcc 


gcgaggccca 


ccccatcgtg 


aaaaaaat CC 

ZD ZD 


tacaat acca 

^ ZD ZD ZD 


aaaac tcacc 


1620 


aagctgaaga 


gcacctacat 


tgaccccttg 


ccggacctca 


tccaccccag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggca 


ggctaagtag 


ctccgatccc 


1740 


aacctccaga 


acatccccgt 


ccgcaccccg 


cttgggcaga 


ggatccgccg 


ggccttcatc 


1800 


gccgaggagg 


ggtggctatt 


ggtggccctg 


gactatagcc 


agatagagct 


cagggtgctg 


1860 
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gcccacctct 


ccggcgacga 


gaacctgatc 


CQaotcttcc 


a crcr acraaa c cr 
*=*yy **yyyy 


crrr a c a t c r* a c 

y y d^ d ^ ^ \_rd 


1920 


acggagaccg 


ccagctggat 


crt tcacTcatc 


c c c c CTCra a acr 
^ ^ w 3 3 y y 




t" aa i~ ar'or' 


1980 




N-* ^ v4 


c fc fc c c^cracT t c 






(^Wy L'V^ L. L. \^ 




c aggagc t ag 


ccatccct ta 


\^ 73 ^3 — 3 zJ 


cacracct" tea 

w ^ ^ ^ ^ \_. C4. 




o L. ^dy dy ^ 


9100 


t tccccaagg 




aat taaaaaa 

^ ^ ZD Zj ^*^*Zj 


accctacracrcf 
V \^ ^ y y y y 


*^y y y ^y y ^y 


y^yyyyy t-ac 


91 fiO 


QtQQaQaccc 


tct tcggccg 


ccaccoc tac 


crtacpaaacr* 


u> dy ^y y ^ ^ ^y 


yy uy ddydy 


999 0 


cr t Q c crcf Q aao 




catacrcct t c 


C+ C* C*. y ^ ^ y 


\' c c ^ CiciCic ^ 
L-^^dyyyod^ 


^-^ y y y d 


99 flO 


ctcatgaagc ' 


tggctatggt 


gaagctcttc 


cccaggctgg 


aggaaatggg 


ggccaggatg 


2340 


ctccttcagg 


tcgccaacga 


gctggtcctc 


gaggccccaa 


aagagagggc 


ggaggccgtg 


2400 


gcccggctgg 


ccaaggaggt 


catggagggg 


gtgtatcccc 


tggccgtgcc 


cctggaggtg . 


2460 


gaggtgggga 


taggggagga 


ctggctctcc 


gccaaggag 






2499 



<210> 429 

<211> 833 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 429 

Met Asn Ser Gly Met Leu Pro Leu 
1 5 

Leu Val Asp Gly His His Leu Ala 
20 

Gly Leu Thr Thr Ser Arg Gly Glu 
35 40 

Ala Lys Ser Leu Leu Lys Ala Leu 
50 55 

Val Val Phe Asp Ala Lys Ala Pro 
65 70 

Gly Tyr Lys Ala Gly Arg Ala Pro 
85 

Leu Ala Leu lie Lys Glu Leu Val 
100 

Glu Val Pro Gly Tyr Glu Ala Asp 
115 120 

Lys Ala Glu Lys Glu Gly Tyr Glu 
130 135 



Phe Glu Pro Lys 
10 

Tyr Arg Thr Phe 
25 

Pro Val Gin Ala 



Lys Glu Asp Gly 
60 

Ser Phe Arg His 
75 

Thr Pro Glu Asp 
90 

Asp Leu Leu Gly 
105 

Asp Val Leu Ala 



Val Arg lie Leu 
140 



Gly Arg Val Leu 
15 

His Ala Leu Lys 
30 

Val Tyr Gly Phe 
45 

Asp Ala Val He 



Glu Ala Tyr Gly 
80 

Phe Pro Arg Gin 
95 

Leu Ala Arg Leu 
110 

Ser Leu Ala Lys 
125 

Thr Ala Asp Lys 
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Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 . 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu 'Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala 'Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 



- 539 - 



His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu' Leu Gly Leu Pro Ala lie Lys Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 .540 

Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 ^ 570 575 

Ser Ser Asp Pro- Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 ' 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 ' 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 . 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 
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Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu 



<210> 430 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 430 

acgggggtgc gccgggacgt ggcctat 27 

<210> 431 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 431 



atgaattccg 


^99cgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 
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cracctccrccc 


aaaaacaaaa 
^^'-yyyy^^yyy*^ 


acccaaccQa 

Z3 ZD ZD ZD 


aaaaaact ta 
y c*y y y y ^ 


aaacct tec t 


yy dy dyy^ ^y 


840 


gagttcggca 


gcctcctcca 


caaat tcoac 


ctcc taaaaa 


\^ \^ v., ^y ^ ^ ^ ^ 


dd\'CSC3SCSCSfiCI 

\^ ^y y ^*y y y 


900 


gccccctggc 


ccccgccgga 


aaaaaccttc 

ZD ZD ZD Z^ 


ataaac 1 1 ca 
y ^yyy^ ^ uv^y 


t cct ctccca 


ddddciacsddd 


960 




age 1 1 aaagc 


cctggccgcc 


tacaaaacca 
'-y^^yyyy ^y 


accacataca 


CdCSCSCSdS^Ctd3. 
^ y y y ^ ^y ^ 


1020 


cracccct taci 


ccraaactaaa 


aaacct caaa 

y ^ (A^^ ^ ^ nMy 


aaaat cccscscs 
yctyy c^-L-yyy 


acct ppt POP 


paa aaa p p t p 
v-rddy y dv- w L. V 


X V O V/ 


CSC cot" Cf" t'dd 


CCt CCSfiClClCJfi 

\.r \»» ^ ^ y ciy y y ^ 


cjcscicsc'f' a era r* 

yyyy ^ ^-ciy a.^- 


c t cfrt cirrr^n 
\^ L'^y L-y^v^^y 


yyyd^yd^^.^ 




1 1 4.n 

^ X *± \J 


CSCO^ HCCt' CC 
^ v.* W V— w ^ w v_> 


t aaaccct t c* 
^ y y ^ v-r w ^ ^ v_> 


era acaccacr* 


^^-^y^yyyyy 


t rrAcf^crrrrcn 

^-yy^y^yy^y 


t.ccic,gggggg 




oaataaacacT 




CC13.CCCICICSCC* 

\mr ZD ZD ZD 


p t rr* t p t paa 


^ci^icscidt' 

^y ciy y ^ u> \^ \^ cl 


t paera ?idd\' d 
L»^^yyddv^^ 


1260 


ct taagcgcc 


t caaoaaaaa 
*-y c*-y yyy y c* 


aaaaaaact c 

Z3 ZD ZD ZD 


c 1 1 1 aap t p t 


appapaaaat 

c* s-- Vii'C* v^y o.y y w 


C3CSfi?ifi^C3ddd 


1320 


ctctcccggg 


t c c t gg c c c a 


tat aaaaac c 
^ ^ y y ^y y ^ 


accaaaatap 


aapaaaacat 
yy '-yyyci^y 


adddt" a PP 1 1 


1380 


paaaprr't" t" t" 

^ ^3 3 ^ ^ x-- c ^ 


rrr* t aaaact 

\mr \^ \_» L< y y o.y ^ ^ 


tacaaacrcfaa 
wy ^ y y ciy y ciy 


a t crTfCcrTCC 
ci L'X^^y^wy^^L' 


t C(^a nrra (~ma 
L-^ydyydyyd 


yy L-s— I- L.^v.*y\_ 


X *± 4 u 


1 1 era c acra p p 


acppcttcaa 


cctcaactcc 


^ y y y ci ^ ^y ^ 


t orra a a pront 


rrr* t 1 1 1 n a c 
y^L-L-u- L- uyd^ 


1 ^00 




i_ i_ o. ciy L- u 


y ddy cxdy cti^y 


ct cty d ciy cL ^ dy 


ycddy t-yoct- 


c-dCCdy cy 


X D O U 


acaa tact era 
y '^yy »-y '-yy 


aaaccc t aca 

wy y v_> ^ L.' M ^y 


y y «y y ^ N-- ^ o. ^ 


ccc?it' pert acr 
^^^dL^y L.yy 


dy ddy d L. ^ ^ L. 


oi^dyodov^yy 


1 fi90 


aaact caeca 


aac t caaaaa 


cacctacat a 


aapppppt PP 


pa o(-fpp t pert 


^ ^ d ^ ^ ^ y dy y 


1 fiflO 

X o o 


acgggc cgc c 


t ccacaccca 


c tt caaccaa 


acaapcacaer 

t* v^y y v.- V cii^y y 


v^wdv^yyyydy 


apt t aat aap 
y ^ L- dy L' dy ^ 


1740 


tccaacccca 


acc tacaaaa 


catccccat c 




t crcicrp p a era cr 
u-yyy^^dydy 


f7a t rTTTrTTirT 
ydL<^^y^^yy 


1 flOO 

X o u u 


acct t cat aa 

y ^ iH>^y ^y y 


'-^yctyy(-.yyy 


1 1 aacTCcrt t a 

*- *-y yy '-y ^ *-y 


y ^yy^^^^yy 


d ^ u d u cty ^ d 


yd L.dy dy ^ 


X o o u 


pacat r*pt ca 

^y^y c^y 




'^yyyydwydo. 


aarr'trratr^a 
dd^^ L.ydL.^d 


yyyc^u L.^^u>d 


y y dy y y y ddy 


1 Q'?0 


aacatccaca 


r* PC a a a rr* a c 

v.« ^ w c\y a w y ^ 


y yy ^y 


L-v^yy^y l-^Iv 


w ^y y dy y 


^y *-yyd^c^rf\^ 


1 QftO 

i -7 o u 


ctgatgcgcc 


gggcggccaa 


aacaataaac 

ZD ZD ZD ZD 


1 1 paapat pp 
*^y y ^y ^ ^ ^ 


t pt a pacfpa t 


at prripf^r'a t 


2040 


aggctctccc 


aggagct tgc 


cat cccctac 


aaaaaaapaa 
yo-yydyy v-yy 


taappt 1 1 a t 


T^d^ddddY ^d 
cdy d>y vy ^ \^ d^ 


2100 


ttccaaagct 


t ccccaaggt 


Qcaacrcctcrcr 

3^yyy^^*-yy 


atagaaaaga 


ccctaaaaaa 


oaaaaaaaaa 

z3 z3 z3 Z3 j3 ZD 


2160 


caoaactaccr 


tggaaaccct 


ct t cggaaga 


aaacac taca 


t apppaappt 


paapapppaa 
^ c*c*^y w ^y y 


2220 


ataaaaaaca 


t caaaaaaac 

^ ^ Zj ZD ZD ZD ZD 


^y ^y y "y y 


^if" cscscr't' t pa 

d^yy^^^i,»v^d 


a pa t rrcccfrt 
dwdL.y^^^y L. 


c c a rronc a c 
^ Wdy yy ^dw^ 


^ ^ O V 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 
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<210> 432 

<211> 836 ' . 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 432 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr. Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 
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Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 . 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 , 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Lys Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540, 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 
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Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 ^ 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His. Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 





835 


<210> 


433 


<211> 


36 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


Synthetic 
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<400> 433 

cttaggcttc ccaagttgaa gaagacgaag aagaca 36 

<210> 434 

,<211> 36 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 434 

tgtcttcttc gtcttcttca acttgggaag cctaag 36 

<210> 435 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 435 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


' 840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 
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atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


gagcttaggc 


ttcccgcctt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


qatccQCcqq 


1800 


gccttcgtgg 


ccqaggcggq 


ttgggcgttg gtggccctgg 


actatagcca 


gatagagctc 


I860 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


qqaqqqqaaq 


1920 


gacatcgcca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


ggggsggaaq 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggt 




2508 



<210> 436 
<211> 836 
<212> PRT 
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<213> Artificial Sequence 
<220> ^ 

<223> Synthetic 
<400> 436 

Met Asn Ser Glu Ala Met Leu Pro Leu PheGlu Pro Lys Gly Arg Val 
1 5 10 15 . 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 . 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala' Pro Thr Pro Glu Asp Phe Pro 
85 , 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg. Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 "270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 
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Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 - 380 

Asp Pro Ser Asn Thr, Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 . 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 
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His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie Ala Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 . 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 , 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 
835 

<210> 437 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 437 

gaggggaagg acatcgccac ccagaccgca age 
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<210> 438 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 438 

gcttgcggtc tgggtggcga tgtccttccc etc 33 

<210> 439 

<211> 2508 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttetcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg gccgcgtgca 


ccgggcagca 


1020 
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{ 



gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tqqcqcQQCq 


c t acQqaqaa 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggqqqa 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatgqaggcc 


accggggtac 


ggcgggacgt 


ggcctacct t 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


gagcttaggc 


ttcccgcctt 


gaagaagccg 


aagaagacag gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg aggccctacg ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg 


gtggccctgg 


actatagcca 


gatagagctc 


1860 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


QqaQQQQaaQ 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gt ccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 




2160 


cggggctacg 


tggaaaccct 


cttcggaaga aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg ccaagggt 




2508 



<210> 440 

<211> 836 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 440 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
1 5 10 15 . 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 



Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 



130 



135 



140 



Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 

. 165 ^ 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 ^ 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195. 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 ^ 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 



Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 
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Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Pro Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val, His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 



Asp lie His Thr Gin- Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 
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Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 
835 

<210> 441 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 441 

cccgccttga agaagccgaa gaagacaggc aag 33 

<210> 442 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 442 

cttgcctgtc ttcttcggct tcttcaaggc ggg 33 

<210> 443 

<211> 2499 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 443 





yyctuyt-uy^^c 


c c c 1. 1 cgag 


cccddgggcc 


ggguccuccc 


ggtggacggc 


C A 

50 




\^\^ L-O^v^y^d^ 


v^uu^^dL.yv'V^ 


w t.gddygycc 


tCdCCdCcag 


ccggggggag 


Ton 


^^yy '-y ^c*^yy 


^yyu^ud^yy 


U L.L.y C^L-ddg 


dgcc ucctca 


aggccct caa 


ggaggacggg 




y doyt-yy *-yci 


L-x^ycyy u^ul. 


Ly dwy c-L-ddg 


ycccccuccu 


tccgccacga 


ggcctacggg 




ciciCi t" J3 a a rrcr 
yyy L.ci^ctciyy 


cgyyccgggc 


Q-Ct-C-dCyCCg 


gaggac c u cc 


cccggcaact 


cgccctcatc 


•5 rt 


octyyciy ^ uyy 


*-yycn^\„L-i^v-L. 


yyyy u t. v-dcg 


^^^^ 4" ^^^^ ^ ^Tf^ 

cgcc ucgagg 


t cccgggcta 


cgaggcggac 


o c n 


ycuw-y i-v.'^ L>yy 


w^ctyv— ^-^ L.yyL- 


caagaaggcg 


gaaaaggagg 


gc t-acgaggu 


ccgcat cct c 


/I 0 A 


\^ W \mf 


nci^ ^-f ^ k.. CI 


ccagctcctt 


tccgaccgca 


^~ 3 /"•/^t" /"< 4" 

n».c-dC-y ucc c 


ccdccccgag 


4 Q A 
4 0 U 


aaatacc t ca 

^ ^ w ^* 


W v.* W Vrfi ^ 


ctggctttgg 


gaaaagtacg 


y uy dyy 


v^gdccdy ugg 


04 U 


*H ^ ^ ^ V— • Oi V.^ 


yyy*—^^ L.yd^ 


cggggacgag 


tccgacaacc 


c ccccggggu 


caagggcacc 


A A 
D U U 


y y y y ciy ctciy ci 


'—yy ^y ciyy dd 


gcttctggag 


gagtggggga 


gcc tggaagc 


cc tcctcaag 


c t\ 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgttt 


accgggcgga 


ggatcccttg 


1020 


gaggccttgc 


gggggcttgg 


ggaggtgagg gggcttttgg 


ccaaggacct 


ggcggtgctg 


1080 


gccctgaggg 


aagggattgc 


cctggcaccg 


ggcgacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggatcctt 


ccaacaccgc 


ccccgaaggg 


gtagcccggc 


gctacggggg 


99agtggacc 


1200 


gaggaggcgg 


gggaaagggc 


gctgctttcc 


gaaaggcttt 


acgccgccct 


cctgaagcgg 


1260 


cttaaggggg 


aggagaggct 


tctttggctt 


tacgaggagg 


tggaaaagcc 


cctttcgcgg 


1320 


gtcctggccc 


acatggaggc 


cacgggggta 


cggttggatg 


tggcctactt 


aaaggccctt 


1380 



- 556 - 



tccctggagg 


tggaggcgga 

ZJ Zi Zj ZJ ZJ ZJ 


gataaggcgc 


ttcgaggagg 


aggtccaccg 


cctggccggg 

ZJ ZJ ZJ ZJ ZJ 


1440 


catcctttca 


acctgaactc 


ccgggaccag 


ctggaaaggg 


tcatctttga 


cgagcttggg 


1500 


cttcccgcca 


tcaagaagac 


gaggaagacg 


ggcaagcgct 


ccaccagcgc 


cgccgttttg 


1560 


gaggccttgc 


gggaggctca 


tcccatcgtg 


gaccgcatcc 


ttcagtaccg 


ggagctttcc 


1620 


aagctcaagg 


gaacctacat 


cgatcccttg 


cctgccctgg 


tccaccccaa 


gacgaaccgc 


1680 


ctccacaccc 


gtttcaacca 


gacggccacc 


gccacgggga 
3 ^^^^ 


ggcttagcag 

ZJ Zj ZJ ZJ 


ctcggatcct 


1740 


aatctgcaaa 


atatccccgt 


gcgcacccct 


ttgggccagc 


qqatccgccg 


qqccttcqtq 


1800 


gccgaggagg 


ggtggaggct 


ggtggttttg 

Zi ZJ Zi Zi ^ 


gactacagcc 


agattgagct 


cagggtcctq 

ZJ ZJ ZJ 


1860 


gcgcaccttt 


ccggggacga 


gaacctaatc 


cgggtcttcc 


aggagggcca 


ggacatccac 


1920 


acccagacgg 


ccagctggat 


gttcggcgtg 


cccccagagg 


ccgtggattc 


cctgatgcgc 


1980 


cgggcggcca 


agaccatcaa 


cttcggcgtc 


ctctacggca 


tgtccgccca 


ccggctttcg 


2040 


ggagagctgg 


ccatccccta 


cgaggaggcg 

ZJ ^Zt ZJ 


gtggccttca 


tcgaqcgqta 


tttccagagc 


2100 


taccccaagg 


tgcgggcctq 


gattgagaaa 


accctaqcqq 


aaqqacqqqa 


acqqqqctat 

^^zjzjzjzj^^ ^ 


2160 


gtggaaaccc 


tctttggccg 


ccggcgctac 


gtgcccgact 


tggcttcccg 


ggtgaagagc 


2220 


atccgggagg 


cagcggagcg 

ZJ ZJ ZJ Zj Z) 


catggccttc 


aacatgccgg 


tccaggggac 


cgccgcggat 


2280 


ttgatgaaac 


tggccatggt 


gaagctcttt 


cccaggcttc 


aggagctggg 


ggccaggatg 


2340 


cttttgcagg 


tgcacaacga 


actggtcctc 


gaggctccca 


aggagcaagc 


ggaggaagtc 


2400 


gcccaggagg 


ccaagcggac 


catggaggag 


gtgtggcccc 


tgaaggtgcc 


cttggaggtg 


2460 


gaagtgggca 


tcggggagga 


ctggctttcc 


gccaaggcc 






2499 



<210> 444 

<211> 833 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 444 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 
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Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 . 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195. 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 , 215 220 

Leu Lys, Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val Tyr Arg Ala 
325 330 335 

Glu Asp Pro Leu Glu Ala Leu Arg Gly Leu Gly Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Leu Arg Glu Gly lie Ala Leu 
355 360 365 

Ala Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 
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Asn Thr Ala Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 ' 395 400 

Glii Glu Ala Gly Glu Arg Ala Leu Leu Ser Glu Arg Leu Tyr Ala Ala 
405 410 415 

Leu Leu Lys Arg Leu Lys Gly Glu Glu Arg Leu Leu Trp Leu Tyr Glu 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Lys Ala Leu Ser Leu Glu Val 
450 455 460 

Glu Ala Glu lie Arg Arg Phe Glu Glu Glu Val His Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val lie Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala lie Lys Lys Thr Arg Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Asp Arg lie Leu Gin Tyr Arg Glu Leu Ser Lys Leu Lys Gly 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Ala Leu Val His Pro Lys Thr Asn Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Glu Gly Trp Arg Leu Val 
595 600 605 

Val Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Gin Asp lie His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Ser Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gly Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Tyr Pro Lys Val 
690 695 700 



Arg Ala Trp lie Glu Lys Thr Leu Ala Glu Gly Arg Glu Arg Gly Tyr 
705 710 715 720 
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Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Ala Ser 
725 730 735 

Arg Val Lys Ser lie Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Gin Glu Leu Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Gin Ala Glu Glu Val 
785 790 795 800 

Ala Gin Glu Ala Lys Arg Thr Met Glu Glu Val Trp Pro Leu Lys Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Ala 

<210> 445 • 
<211> 2496 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 445 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc^ 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgecg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggttcacg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 42 0 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
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aaaacTQCQqQ 


aacccQaccQ 


qqaqaggctt 


agggcctttc 


tggagaggct 


tgaigtttggc 


840 


agcctcctcc 


acQaattCQQ 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


CCCCCCICCOCS 

\mm* V— ~j 


aaaaaacct t 

ZD z3 Z3 Z3 


catQQQctt t 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


aat ct t ctaa 


ccctaaccGTC 

Vi* Ni.* W Vii^ N** 


caccaqqQQC 


ggccgcgtcc 


accgggcaac 


aagcccggtt 


1020 


gaggc c c t 


ccgacctcaa 


aaaaQCccQQ 


aqQttcctqq 


ccaaggacct 


gqccgttttg 


1080 


accctaccTQci 


*^yyyyy ^-y y ^ 


cc tggacccc 


acggacgacc 


ccctcctggt 


ggcctacctc 


1140 


ctaaacccocT 


ccaacaccca 


ccccgagggg 


QtQqcccqqc 


qctacqqqqq 


cgagttcacg 


1200 


gs^ggacgcag 


caaaaaaacjc 
^y y <=*y «yyy ^ 


cctcctctcc 


Qaaaqqctct 


tccagaacct 


ctttaaacgg 


1260 


pI" t" t" ppciaaa 


aactcpt"ctci 


gc t c taccag 


aaQotoQacfc 

y^yy ^-yy-^y ^ 


ggcccctctc 


ccqqqtcttq 


1320 


a rrr* a p Pi t~ era 


aaacccaacra 
ciyy ^*-»-yyyy 


aataaaacta 
y y ^y *=*y y ^ "-y 


gacgtccccc 


1 1 c t ggaggc 


cctctccttt 


1380 


aacrct" craaaa 

^3 \mtf 


aaaaaataaa 

Z3 ZD Z^ Z3 Zj 


acQCCtQQao 


aQQqaqqtct 


tccgtttggc 


cggccacccc 


1440 


ttcaacct ca 


act cccgcga 


ccagctggaa 


aqqqtcctct 


ttgacgagct 


gggcctcacc 


1500 


cccrataaaac 


ggacgaagaa 


aacqacicaaq 


cgctccaccg 


c c c aqqqqqc 


cctggaggcc 


1560 


etc ccicracrQQ 


cccaccccat 


cgtggagctc 


atcctccagt 


accgggagct 


ttccaagctc 


1620 




acc taaaccc 


cct.accccoo 

\^ \mf ^ Vi* Z3 Z3 


ctcgtccacc 


CQCQQacqqq 


ccggctccac 


1680 


accccTC tt ca 

W4 ZD 


accaaacaac 


cacggccacg 


ggaaggc 1 1 1 


ccagctccga 


ccccaacctg 


1740 


caaaacal" cc 


ccatacacac 


cccct taaoa 


cagcgcatcc 


gcaaggcct t 


CQtqqccqaq 


1800 


yciyyyy *-yy 


tcct tttaac 


aacaoactac 

yy^jy^*-*^*-*-^ 


tcccagattg 


aactCCQqqt 


cctggcccac 


1860 


ctctcggggg 


acgagaacct 


QaaqcQqqt c 


ttccqqqaqq 


ggaaggacat 


ccataccgag 


1920 


accgccgcct 


aQatQttcQQ 

yy <-* ^^y *- ^^33 


cttagacccc 


qctctqqtqq 


atccaaagat 


gcgccgggcg 


1980 


gccaagacgg 


tcaacttcgg 


cgtcctctac 


qqqatqtccq 


cccacaggct 


ctcccaggag 


2040 


ctcggcatag 


actacaagga 


craCQQaqQC c 

yy ^y 


tttattgagc 


gctacttcca 


gagcttcccc 


2100 


aaaataccraa 

z3 ^ Z3 Z3 ZJ ZJ 


cctggataga 


aaggaccctg 


Qaqqaqqqc c 


Qqacqcqqqq 


ctacgtggag 


2160 


accctgtt eg 


acaQQaoacQ 

y ^"yy "y y ^y 


ctatgtgccc 


gacctggcct 


cccgggtccg 


ctcggtgcgg 


2220 




agcggatggc 


cttcaacatg 


cccqtqcaqq 


gcaccgccgc 


cgacctgatg 


2280 


aagatcgcca 


tggtcaagct 


cttccccagg 


ctaaagcccc 


tgggggccca 


cctcctcctc 




caagtggcca 


acgagctggt 


cctggaggtg 


cccgaggacc 


gggccgagga 


ggccaaggcc 


2400 


ctggtcaagg 


^99tcatgga 


gaacgcctac 


cccctggacg 


tgcccctcga 


ggtggaggtg 


2460 


ggcgtgggtc 


gggactggct 


ggaggcgaag 


caggat 






2496 
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<210> 


446 


<211> 


832 


<212> 


■ PRT 


<^ ± J > 


AJTCir icia.1 


<220> 




<223> 


-Synthetic 


<400> 


446 



Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 . 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 - 60 

Val Val . Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 . 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 ■ 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala -Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 
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Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 . 280. 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

•Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Thr Ser Pro Val Glu Ala Leu Ala Asp Leu Lys Glu Ala Arg Gly Phe 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Leu Arg Glu Gly Val Ala Leu 
355 360 365 

Asp Pro Thr Asp Asp Pro Leu Leu Val Ala Tyr Leu Leu Asp Pro Ala 
370 375 380 

Asn Thr His Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Phe Thr 
385 390 395 400 

Glu Asp Ala Ala Glu Arg Ala Leu Leu Ser Glu Arg Leu Phe Gin Asn 
405 410 415 

Leu Phe Lys Arg Leu Ser Glu Lys Leu Leu Trp Leu Tyr Gin Glu Val 
420 425 430 

Glu Arg Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Arg Gly Val 
435 440 445 

Arg Leu Asp Val Pro Leu Leu Glu Ala Leu Ser Phe Glu Leu Glu Lys 
450 • 455 460 

Glu Met Glu Arg Leu Glu Gly Glu Val Phe Arg Leu Ala Gly His Pro 
465 470 475 480 

Phe Asn Leu Ash Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp Glu 
485 490 495 

Leu Gly Leu Thr Pro Val Lys Arg Thr Lys Lys Thr Gly Lys Arg Ser 
500 505 510 

Thr Ala Gin Gly Ala Leu Glu Ala Leu Arg Gly Ala His Pro lie Val 
'515 520 . 525 

Glu Leu lie Leu Gin Tyr Arg Glu Leu Ser Lys Leu Lys Ser Thr Tyr 
530 535 540 

Leu Asp Pro Leu Pro Arg Leu Val His Pro Arg Thr Gly Arg Leu His 
545 550 555 560 

Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser 
565 570 ' 575 

Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin Arg 
580 585 590 
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lie Arg Lys Ala Phe Val Ala Glu Glu Gly Trp Leu Leu Leu Ala Ala 
595 600 605 

Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser Gly Asp 
610 615 620 

Glu Asn Leu, Lys Arg Val Phe Arg Glu Gly Lys Asp lie His Thr Glu 
625 ' 630 635 640 

Thr Ala Ala Trp Met Phe Gly Leu Asp Pro Ala Leu Val Asp Pro Lys 
645 650 655 

Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr Gly Met 
660 665 670 

Ser Ala His Arg Leu Ser Gin Glu Leu Gly lie Asp Tyr Lys Glu Ala 
675 680 685 

Glu Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala 
690 695 700 

Trp lie Glu Arg Thr Leu Glu Glu Gly Arg Thr Arg Gly Tyr Val Glu 
705 710 715 720 

Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Ala Ser Arg Val 
725 730 735 

Arg Ser Val Arg Glu* Ala Ala Glu Arg Met Ala Phe Asn Met Pro Val 
740 * ' 745 750 

Gin Gly Thr Ala Ala Asp Leu Met Lys lie Ala Met Val Lys Leu Phe 
755 760 765 

Pro Arg Leu Lys Pro Leu Gly Ala His Leu Leu Leu Gin Val Ala Asn 
770 775 780 

Glu Leu Val Leu Glu Val Pro Glu Asp Arg Ala Glu Glu Ala Lys Ala 
785 790 795 800 

Leu Val Lys Glu Val Met Glu Asn Ala Tyr Pro Leu Asp Val Pro Leu 
805 810 815 

Glu Val Glu Val Gly Val Gly Arg Asp Trp Leu Glu Ala Lys Gin Asp 

825 830 





820 


<210> 


447 


<211> 


2508 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 



- 564 - 



<400> 447 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gecctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atGctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540' 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgttta 


ccgggcggag 


1020 


gatcccttgg 


^99ccttgcg 


ggggcttggg 


gaggtgaggg 


ggcttttggc 


caaggacctg 


1080 


gcggtgctgg 


ccctgaggga 


agggattgcc 


ctggcaccgg 


gcgacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggatccttc 


caacaccgcc 


cccgaagggg 


tagcccggcg 


ctacgggggg 


1200 


gagtggaccg 


^g9^g9cggg 


ggaaagggcg 


ctgctttccg aaaggcttta 


cgccgccctc 


1260 


ctgaagcggc 


ttaaggggga 


ggagaggctt 


ctttggcttt 


acgaggaggt 


ggaaaagccc 


1320 


ctttcgcggg 


tcctggccca 


catggaggcc 


acgggggtac ggttggatgt 


ggcctactta 


1380 


aaggcccttt 


ccctggaggt 


ggaggcggag 


ataaggcgct 


tcgaggagga 


ggtccaccgc 


1440 


ctggccgggc 


atcctttcaa 


cctgaactGc 


cgggaccagc 


tggaaagggt 


catctttgac 


1500 


gagcttgggc 


ttcccgccat 


caagaagacg 


aggaagacgg 


gcaagcgctc 


caccagcgcc 


1560 


gccgttttgg 


aggccttgcg 


ggaggcteat 


cccatcgtgg 


accgcatGCt 


tcagtaccgg 


1620 


gagctttcca 


agctcaaggg 


aacctacatc 


gatcccttgc' 


ctgccctggt 


ccaccccaag 


1680 


acgaaccgcc 


tccacacccg 


tttcaaccag 


acggccaccg 


ccacggggag 


gcttagcagc 


1740 


tcggatccta 


atctgcaaaa 


tatccccgtg 


cgcacccctt 


tgggccagcg 


gatccgccgg 


1800 


gccttcgtgg 


ccgaggaggg 


gtggaggctg 


gtggttttgg 


actacagcca 


gattgagctc 


1860 
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agggtcctgg 


cgcacctttc 


cggggacgag 


aacctaatcc 


gggtcttcca 


ggagggccag 


1920 


gacatccaca 


cccagacggc 


cagctggatg 


ttcggcgtgc 


ccccagaggc 


cgtggattcc 


1980 


ctgatgcgcc 


gggcggccaa 


gaccatcaac 


ttcggcgtcc 


tctacggcat 


gtccgcccac 


2040 


cggctttcgg 


gagagctggc 


catcccctac 


gaggaggcgg 


tggccttcat 


cgagcggtat 


2100 


ttccagagct 


accccaaggt 


gcgggcctgg 


attgagaaaa 


ccctggcgga 


aggacgggaa 


2160 


cggggctatg 


tggaaaccct 


ctttggccgc 


cggcgctacg 


tgcccgactt 


ggcttcccgg 


2220 


gtgaagagca 


tccgggaggc 


^9cggagcgc 


atggccttca 


acatgccggt 


ccaggggacc 


2280 




Uyduyctctct^L. 


ggccacggcg 


aagc ccc t uc 


ccaggcttca 


ggagctgggg 


O "5 yi A 

2340 


gccaggatgc 


ttttgcaggt 


gcacaacgaa 


ctggtcctcg 


aggctcccaa 


ggagcaagcg 


2400 


gaggaagtcg 


cccaggaggc 


caagcggacc 


atggaggagg 


tgtggcccct 


gaaggtgccc 


2460 


ttggaggtgg 


aagtgggcat 


cggggaggac 


tggctttccg 


ccaaggcc 




2508 



<210> 448 

<211> 836 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 448 

Met Asn Ser Glu 
1 

Leu Leu Val Asp 
20 

Lys Gly Leu Thr 

35 4 0 4 5 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 



Ala Met 
5 

Gly His 
Thr Ser 



Leu Pro 
His Leu 
Arg Gly 



Leu Phe 
10 

Ala Tyr 
25 

Glu Pro 



Glu Pro 
Arg Thr 
Val Gin 



Lys Gly 

Phe Phe 
30 

Ala Val 



Arg Val 
15 

Ala Leu 
Tyr Gly 
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Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp^Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 

195 . 200 ^ 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu* Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 ^ \ 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

Tyr Arg Ala Glu Asp Pro Leu Glu Ala Leu Arg Gly Leu Gly Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Leu Arg Glu Gly 
355 360 365 

lie Ala Leu Ala Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Ala Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Glu Ala Gly Glu Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

Tyr Ala Ala Leu Leu Lys Arg Leu Lys Gly Glu Glu Arg Leu Leu Trp 
420 425 430 

Leu Tyr Glu Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Leu Asp Val Ala Tyr Leu Lys Ala Leu Ser 
450 455 460 
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Leu Glu Val Glu Ala Glu lie Arg Arg Phe Glu Glu Glu Val His Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val lie Phe Asp Glu Leu Gly Leu Pro Ala lie Lys Lys Thr Arg Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520- 525 

Ala His Pro lie Val Asp Arg lie Leu Gin Tyr Arg Glu Leu Ser Lys 
530 535 540 

Leu Lys Gly Thr Tyr lie Asp Pro Leu Pro Ala Leu Val His Pro Lys 
545 * 550 555 560 

Thr Asn Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Glu Gly Trp 
595 600 605 

Arg Leu Val Val Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Gin 
625 630 ' 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Ser Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gly Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Tyr 
690 695 ' 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Ala Glu Gly Arg Glu 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Ala Ser Arg Val Lys Ser lie Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Gin Glu Leu Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Gin Ala 
785 790 795 800 
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Glu Glu Val Ala Gin Glu Ala Lys Arg Thr Met Glu Glu Val Trp Pro 
805 810 815 

Leu Lys Val Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Ala 
835 

<210> 449 

<211> 2505 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 449 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


sgctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt .ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg gccgcgtcca 


ccgggcaaca 


1020 


agcccggttg 


aggccctggc 


cgacctcaag 


gaggcccggg ggttcctggc 


caaggacctg 


1080 


gccgttttgg 


ccctgcggga 


gggggtggcc 


ctggacccca 


cggacgaccc 


cctcctggtg 


1140 


gcctacctcc 


tggacccggc 


caacacccac 


cccgaggggg 


tggcccggcg 


ctacgggggc 


1200 
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gagttcacgg 


aggacgcagc 


3 3 3 3 3 3 


ctcctctccg 


agaggctctt 


ccagaacctc 


1260 


tttaaacggc 


tttccgagaa 


gctcctctgg 


ctctaccagg 


aQatcraacrccf 

<-*yy *-yy«y ^y 


gcccctctcc 


1320 


caaatct taa 

^3 33 *- 


cccacatacra 

V-F \^ W V** W ^-J 


ao c c c aacf acr 


y '-yc'-yy^ '-yy 


acatccccc t 

CA C* V— ■ \^ C^ 


t c t crcracra c c 


1380 


ctctcctttg 


agctggagaa 


QQaQatcTQacr 


c Q c c t crci aQCf 

^y ^y y c^yy 


QQQacrQ t c 1 1 

y yy»-*yy »- 


ccgtttggcc 


1440 


ggccacccct 


tcaacctcaa 


ctcccgcgac 


cagctggaaa 


gggtCCtCtt 


tgacgagctg 


1500 


ggcctcaccc 


cggtgaagcg 


gacgaagaag 


acgggcaagc 


gctccaccgc 


ccagggggcc 


1560 


ctQQaaaccc 


tccaaaaQCfc 


ccaccccatc 


ataoaact ca 


t cctccacita 

C^ Cn' C-- Vi* CA C^ CA 


ccaaaacrct t 


1620 


t ccaagct ca 


aaagcaccta 


cc taaacccc 

w \^ w*. w 


CtOCCCCCiCIC 


t cert ccaccc 


cr c crcf a c cr crcr c 
y y y ci y y y 


1680 


COClCt.ClC13.CSL 

w V-i' ^ V— ' t4 


^— ' w • ^-1 ^ ■ \^ \^ Ca. 


V— ' ^ ^3 " ^ 3 z3 ^ ^ 


a p o cr rr* a c a cr 
^^yy^^^^yy 


Cr;a arrcrp 1 1" t P 


^ciy v_- V-/- y c* \— • 


1740 


cccaacctgc 


agaacatccc 


cgtgcgcacc 


ccct tggggc 


acTccrcat cca 

CA CA w v-f 


caaaocct tc 


1800 


QtQQCCQaQQ 


aCTQCfQtQQCt 


cctt t tggcg 


acQcrac t act 


cccaaat taa 

^rf* *^ V— * CA^j CA C*- CA 


crc t c ccrcia t c 

ZD ZD ZD ZD 


I860 


ctggcccacc 


tCtCQQQQQa 


cgagaacctg 


aagcgggtct 


tccciQaaacra 
v,- y y y c*y y y 


aaacraacat c 

ZD CA^-J CA \^ CA w W' 


1920 


cataccgaga 


ccgccgcctg 


aatcft t ccrcjc 


t taaacccccr 

^ C" CA ^-4 CA C-i- N^-i" C-" 


c t c t crcj t crcia 
v» I- v.' ^y y ^y y 


t ccaaaciatcr 

W W t-* y ^ ^ ^ 


1980 


caccQcracaa 


ccaagacggt 


caac t t caac 


atcctc t accT 


craatcrt ccac 
y y ^ ^y ^ ^ y 


cca.C3.ctci etc 


2040 


tcccaaaacrc 


t cacjcat aaa 

^ V-* ^ ^ W t* V tAVJ ^ 


ct acaaacfacT 

^ c* »^ ^ ^3 


a c cr cf a a cr c p t* 
3 ^3 3 "■y y *^ ^ 1^ 


1 1 a 1 1 cracTPcr 
i..cii^ ^y^y^y 


ptapttppacr 


2100 


aact t cccca 


a cr a t cr c a CI cr c 


CtlCtCS3^tLSCSAS 


acraa c c p t" era 
^yy^^^^ ^yy 


aaciacracrppcr 
ciy y ciy y y ^ ^.*y 


era pcrpcrcrcrap 


2160 


tacgtggaga 


ccctcit t caa 

V** W W C- w W 


c a cr a aaci c cr c 

Z3 Zj Z3 ZD Z3 


tatcrtaccccr 


acctcrcicct c 
»w ^y y ^ ^ ^ ^ 


cccicrcrt ccac 

\^ ^y y y ^ y 


2220 


tCQQtciCQQQ 




acacratcracc 


t t caac at ac 

W C^ ^»-^ CA CA CA w- ^-j 


c c a t a c a cr cr cr 

^^y ^y "^yyy 


caccacccrcc 

\^ CA C-i- C^ C-» 


2280 


gacctgatga 


agatcgccat 


ggtcaagctc 


ttccccaggc 


taaagcccct 


gggggcccac 


2340 


ctcctcctcc 


asgtggccaa 


cgagctggtc 


ctggaggtgc 


ccgaggaccg 


ggccgaggag 


2400 


gccaaggccc 


tggtcaagga 


ggtcatggag 


aacgcctacc 


ccctggacgt 


gcccctcgag 


2460 


gtggaggtgg 


9cgtgggtcg 


ggactggctg 


gaggcgaagc 


aggat 




2505 



<210> 450 

<211> 835 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 450 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
. . 100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie "Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 ' 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 " 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 



Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 . 315 320 
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Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg'Val 
325 330 335 

His Arg Ala Thr Ser.Pro Val Glu Ala Leu Ala Asp Leu Lys Glu Ala 
340 . 345 350 

Arg Gly Phe Leu Ala Lys Asp Leu Ala Val Leu Ala Leu Arg Glu Gly 
355 360 365 

Val Ala Leu Asp Pro Thr Asp Asp Pro Leu Leu Val Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ala Asn Thr His Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Phe Thr Glu Asp Ala Ala Glu Arg Ala Leu Leu Ser Glu Arg Leu 
405 . 410 415 

Phe Gin Asn Leu Phe Lys Arg Leu Ser Glu Lys Leu Leu Trp Leu Tyr 
420 425 430 

Gin Glu Val Glu Arg Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
435 440 445 

Arg Gly Val Arg Leu Asp Val Pro Leu Leu Glu Ala Leu Ser Phe Glu 
■ 450 455 460 

Leu Glu Lys Glu Met Glu Arg Leu Glu Gly Glu Val Phe Arg Leu Ala 
465 470 475 480 

Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 495 

Phe Asp Glu Leu Gly Leu Thr Pro Val Lys Arg Thr Lys Lys Thr Gly 
500 505 510 

Lys Arg Ser Thr Ala Gin Gly Ala Leu Glu Ala Leu Arg Gly Ala His 
515 520 525 

Pro lie Val Glu Leu lie Leu Gin Tyr Arg Glu Leu Ser Lys Leu Lys 
530 535 540 

Ser Thr Tyr Leu Asp Pro Leu Pro Arg Leu Val His Pro Arg Thr Gly 
545 550 555 560 

Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu 
565 570 575 

Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu 
580 585 590 

Gly Gin Arg lie Arg Lys Ala Phe Val Ala Glu Glu Gly Trp Leu Leu 
595 600 605 

Leu Ala Ala Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu 
610 615 620 

Ser Gly Asp Glu Asn Leu Lys Arg Val Phe Arg Glu Gly Lys Asp lie 
625 630 635 640 

His Thr Glu Thr Ala Ala Trp Met Phe Gly Leu Asp Pro Ala Leu Val 
645 650 655 
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Asp Pro Lys Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu 
660 665 670 

Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Gly lie Asp Tyr 
675 680 685 

Lys Glu Ala Glu Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys 
690 695 700 

Val Arg Ala Trp lie Glu Arg Thr Leu Glu Glu Gly Arg Thr Arg Gly 
705 710 715 720 

Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Ala 
725 730 735 

Ser Arg Val Arg Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn 
740 745 750 

Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys He Ala Met Val 
755 760 765 

Lys Leu Phe Pro Arg Leu Lys Pro Leu Gly Ala His Leu Leu Leu Gin 
770 775 780 

Val Ala Asn Glu Leu Val Leu Glu Val Pro Glu Asp Arg Ala Glu Glu 
785 790 795 800 

Ala Lys Ala Leu Val Lys Glu Val Met Glu Asn Ala Tyr Pro Leu Asp 
805 810 815 

Val Pro Leu Glu Val Glu Val Gly Val Gly Arg Asp Trp Leu Glu Ala 
820 825 830 

Lys Gin Asp 
835 

<210> 451 

<211> 24 ' 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 451 

cttctctcat ccgccaaaac agcc 

<210> 452 

<211> 2526 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 452 



atgaattccg aggcgatgct tccgctcttt 


gaacccaaag gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg ccgtcatcgt ggtctttgac gccgaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


agg^ggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgacGgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg acttccgcgc cctcgtgggg- gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


"aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga gcccgaccgg gaggggctta gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 




gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg agcttaaagc cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg cggggctaaa ggacctcaag gaggtccggg gcctcctcgc caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


Gttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggce 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


gagcttaggc 


ttcccgcctt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacGcgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag gatccgccgg 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg gtggccctgg 


actatagcca 


gatagagctc 


1860 
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cgcgtcctcg cccacctctc cggggacgaa aacctgatca gggtcttcca ggaggggaag 1920 
gacatccaca cccagaccgc aagctggatg ttcggcgtcc ccccggaggc cgtggacccc 1980 
ctgatgcgcc gggcggccaa gacggtgaac ttcggcgtcc tctacggcat gtccgcccat 2040 
aggctctccc aggagcttgc catcccctac gaggaggcgg tggcctttat agagcgctac 2100 
ttccaaagct tccccaaggt gcgggcctgg atagaaaaga ccctggagga ggggaggaag 2160 
cggggctacg tggaaaccct cttcggaaga aggcgctacg tgcccgacct caacgcccgg 2220 
gtgaagagcg tcagggaggc cgcggagcgc atggccttca acatgcccgt ccagggcacc 2280 
gccgccgacc tcatgaagct cgccatggtg aagctcttcc cccgcctccg ggagatgggg 2340 
gcccgcatgc tcctccaggt cgccaacgag ctcctcctgg aggcccccca agcgcgggcc 2400 
gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 
ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggtca ccaccaccac 2520 
caccac ^ 2526 

<210> 453 ■ 
<211> 18 ^ 
<212> DNA 

<213> Artificial Sequence ' 
<22 0> 

<223> Synthetic 
<400> 453 

ctcctccacg agttcggc 18 
<210> 454 
<211> 2514 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 454 

atgaattccc tgcccctctt tgagcccaag ggccgggtgc ttctggtgga cggccaccac 60 
ctggcctacc gtaccttttt tgccctgaag ggcctcacca ccagccgcgg ggagccggtc 120 
ca'ggcggtgt acgggtttgc caagagcctt ttgaaggcgc taagggaaga cggggatgtg 180 
gtgatcgtgg tgtttgacgc caaggccccc tccttccgcc accagaccta cgaggcctac 240 
aaggcggggc gggctcccac ccccgaggac tttccccggc agcttgccct tatcaaggag 300. 
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atggtggacc 


ttttgggctt 


tacccgcctc 


gaggtgccgg gctttgaagc 


ggatgacgtc 


360 


ctggctaccc 


tggccaagaa 


ggcggaaaag 


gaaggctacg 


aagtgcgcat 


cctcaccgcg 


420 


gaccgggacc 


tttaccagct 


tctttcggag 


cgaatctcca 


tccttcaccc 


QqacfQQttac 


480 


ctgatcaccc 


cggagtggct 


ttgggagaag 


tatgggctta 


agccttccca 




540 


taccgggcct 


tggccgggga 


cccttccgac 


aacatccccg 


gcgtgaaggg 


CatCQQQCraQ 


600 


aagacggcgg 


ccaagctgat 


ccgggagtgg 


ggaagcctgg 


aaaaccttct 


taagcacctg 


660 


gaacaggtga 


aacctgcctc 


cgtgcgggag 


aagatcctta 


gccacatgga 


QQacctcaaa 


720 


ctatccctgg 


agctatcccg ggtgcacacg gacttgctcc 


ttcaggtgga 


cttcgcccgg 


780 


cgccgggagc 


cggaccggga 


ggggcttaag 


gcctttttgg 


agaggctgga 


QttCQQaacic 


840 


ctcctccacg 


agttcggcct 


gttggaaagc 


ccggtggcgg 


cggaggaagc 


tccctggccg 


900 


ccccccgagg 


gagccttcgt 


ggggtacgtt 


ctttcccgcc 


ccgagcccat 


QtQQQCQCraQ 

3 *^ 333 ^33*^3 


960 


cttaacgcct 


tggccgccgc 


ctggggcggc 


cgcgtgcacc 


gggcagcaga 


ccccttggcg 


1020 


gggctaaagg 


acctcaagga 


ggtccggggc 


ctcctcgcca 


aggacctcgc 


cgtcttggcc 


1080 


tcgagggagg 


ggctagacct 


cgtgcccggg 


gacgacccca 


tgctcctcgc 


ctacctcctg 


1140 


gacccttcga 


acaccacccc 


cgagggggtg 


gcgcggcgct 


acggggggga 


QtcraacQciaa 

3 *'3 3^^33^3 


1200 


gacgccgccc 


accgggccct 


cctctcggag 


aggctccatc 


ggaacctcct 


t aaocacc t c 


1260 


gagggggagg 


agaagctcct 


ttggctctac 


cacgaggtgg 


aaaagcccct 


ctcccgggtc 


1320 


ctggcccata 


tggaggccac 


cggggtacgg 


cgggacgtgg 


cctaccttca 


ggccctt tec 


1380 


ctggagcttg 


C99^99agat 


ccgccgcctc 


gaggaggagg 


tcttccgctt 


QQCQQCrCCaC 


1440 


cccttcaacc 


tcaactcccg 


ggaccagctg 


gaaagggtgc 


tctttgacga 


gcttaggctt 


1500 


cccgccttga 


agaagacgaa 


gaagacaggc 


aagcgctcca 


ccagcgccgc 


QqtQCtcraaa 

3 z3 ^ 3 ^ 3 3^3 


1560 


gccctacggg 


aggcccaccc 


catcgtggag 


aagatcctcc 


agcaccggga 


gctcaccaag 


1620 


ctcaagaaca 


cctacgtgga 


ccccctccca 


agcctcgtcc 


acccgaggac 


gggccgcctc 


1680 


cacacccgct 


tcaaccagac 


ggccacggcc 


acggggaggc 


ttagtagctc 


cgaccccaac 


1740 


ctgcagaaca 


tccccgtccg 


cacccccttg 


ggccagagga 


tccgccgggc 


cttcgtggcc 


1800 


gaggcgggtt 


gggcgttggt 


ggccctggac 


tatagccaga 


tagagctccg 


cgtcctcgcc 


1860 


cacctctccg 


gggacgaaaa 


cctgatcagg gtcttccagg aggggaagga catccacacc 


1920 




gctggatgtt 


cggcgtcccc 


ccggaggccg 


tggaccccct 


gatgcgccgg 


1980 


gcggccaaga 


cggtgaactt 


cggcgtcctc 


tacggcatgt 


ccgcccatag 


gctctcccag 


2040 


gagcttgcca 


tcccctacga 


ggaggcggtg 


gcctttatag 


agcgctactt 


ccaaagcttc 


2100 


cccaaggtgc 


gggcctggat 


agaaaagacc 


ctggaggagg ggaggaagcg gggctacgtg 


2160 
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gaaaccctct 


tcggaagaag gcgctacgtg 


cccgacctca 


acgcccgggt 


gaagagcgtc 


2220 


agggaggccg 


cggagcgcat 


ggccttcaac 


atgcccgtcc 


agggcaccgc 


cgccgacctc 


2280 


atgaagctcg 


ccatggtgaa 


gctcttcccc 


cgcctccggq 


agatgggqgc 


ccgcatgctc 


2340 


ct ccaggtcg 


ccaacgagct 


cctcctggag 


gccccccaag 


cacQQaccQa 


aaaQQtQQCQ 


2400 


gctttggcca 


aggaggccat 


ggagaaggcc 


tatcccctcg 


ccgtgcccc t 


QcraQQtaQaa 


2460 


gtggggatgg 


gggaggactg 


gctttccgcc 


aagggtcacc 


accaccacca 


ccac 


2514 


<210> 455 














<211> 2526 . 












<212> DNA 














<213> Artificial Sequence 










<220> 














<223> Synthetic 












<460> 455 
atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcatcgt 


ggtctttgac 


gccgaggccc 


cctccttccg 


ccacgaggcc 


• 240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggaegacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


.42 0 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtatgggct 


taagccttcc 


540 


cagtgggtgg 


actaccgggc 


cttggccggg 


gacccttccg 


acaacatccc 


cggcqtgaag 


600 


ggcatcgggg 


agaagacggc 


ggccaagctg 


atccgggagt 


ggggaagcct 


ggaaaacctt 


660 


cttaagcacc 


tggaacaggt 


gaaacctgcc 


tccgtgcggg 


agaagatcct 


tagccacatg 


720 


gaggacctca 


agctatccct 


ggagctatcc 


cgggtgcaca 


cggacttgct 


ccttcaggtg 


780 


gacttcgccc 


ggcgccggga 


gccggaccgg 


gaggggctta 


aggccttttt 


ggagaggctg 


840 


gagttcggaa 


gcctcctcca 


cgagttcggc 


ctgttggaaa 


gcccggtggc 


ggcggaggaa 


900 


gctccctggc 


cgccccccga 


gggagccttc 


gtggggtacg 


ttctttcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaacgc 


cttggccgcc 




a p caccf t* Cf c* a 

yVipiwywy L^yva^n 


^y y y ^ ^3 ^ " 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 
- 577 - 


gggacgaccc 


catgctcctc 


1140 



gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaqqqqq 


tqqcqcqqcq 


ctacQqaqaq 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


. tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcqaqqaqqa 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


gagcttaggc 


ttcccgcctt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccaqcaccQQ 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg gtggccctgg. actatagcca gatagagctc 


1860 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


ggaggggaag 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


ggggaggaag 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggtca 


ccaccaccac 


2520 


caccac 












2526 



<210> 456 

<211> 842 • 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 456 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val lie Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125^ 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Lys Pro Ser Gin Trp Val Asp Tyr Arg Ala Leu Ala Gly Asp Pro 
180 . 185 190 

Ser Asp Asn lie Pro Gly Val Lys Gly lie Gly Glu Lys thr Ala Ala 
195 200 205 

Lys Leu lie Arg Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys His Leu 
210 215 220 

Glu Gin Val Lys Pro Ala Ser Val Arg Glu Lys lie Leu Ser His Met 
225 230 235 240 

Glu Asp Leu Lys Leu Ser Leu Glu Leu Ser Arg Val His Thr Asp Leu 
245 250 255 

Leu Leu Gin Val Asp Phe Ala Arg Arg Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Lys Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ser Pro Val Ala Ala Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Tyr Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 
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# 



Met Trp Ala Glu Leu Asn Ala Leu Ala Ala Ala Trp Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 • 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 ; 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
• 435 440 . 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470- 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His' Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530, 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 ^ 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
'595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 
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Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 ' 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 457 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 457 

ttccaggtgc ttgaggaggt tttccag 

<210> 458 

<211> 27 

<212> DNA 

<213> Artificial Sequence . 
<220> 

<223> Synthetic 
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<400> 458 

ctcctcaagc acctggaaca ggtgaaa 27 

<210> 459 

<211> 2526 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 459 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120. 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcatcgt 


ggtctttgac 


gccgaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


42.0 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagcacc 


tggaacaggt 


gaaacctgcc 


tccgtgcggg 


agaagatcct 


tagccacatg 


•7 O A 


gaggacctca 


agctatccct 


ggagctatcc 


cgggtgcaca 


cggacttgct 


ccttcaggtg 


780 


gacttcgccc 


ggcgccggga 


gccggaccgg 


gaggggctta 


aggccttttt 


ggagaggctg 


840 


gagttcggaa 


gcctcctcca 


cgagttcggc 


ctgttggaaa 


gcccggtggc 


ggcggaggaa 


900 


gctccctggc 


cgccccccga 


gggagccttc 


gtggggtacg 


ttctttcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaacgc 


cttggccgcc 


gcctggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 
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caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


gagcttaggc 


ttcccgcctt 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg a'gaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg 


gtggccctgg 


actatagcca 


gatagagctc 


1860 


cgcgtcctcg 


cccacctctc 


eggggacgaa 


aacctgatca 


gggtcttcca 




1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


Cl L- Cl'^ C*. d d Ciy d 




ggggaggaag 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


^99tggggat 


gggggaggac 


tggctttccg 


ccaagggtca 


ccaccaccac 


2520 


caccac 












2526 



<210> 460 

<211> 842 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 460 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
1 5 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 
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Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val He Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 . 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro 'Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 . 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 ' ' 

Ser Asp Asn Leu Pro Gly Val Lys* Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu LeU Lys His Leu 
210 215 ' 220 

Glu Gin Val Lys Pro Ala Ser Val Arg Glu Lys He Leu Ser His Met 
225 230 235 240 

Glu Asp Leu Lys Leu Ser Leu Glu Leu Ser Arg Val His Thr Asp Leu 
245 250 255 

Leu Leu Gin Val Asp Phe Ala Arg Arg Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Lys Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ser Pro Val Ala Ala Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Tyr Val Leu^ Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Asn Ala Leu Ala Ala Ala Trp Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys GlU Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 



Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 
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Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn^ Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu fyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 .460 

Leu Glu Leu Ala Glu Glu He Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His ^Pro He Val Glu Lys He Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser. Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala 
610 , 615 620 

His Leu Ser Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He 
675 680 ^ 685 

Pro Tyr Glu Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu GlU Glu Gly Arg Lys 
705 710 715 720 
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Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735- 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu- Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 461 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 461 

gtccaggttc ttgaggaggt tttccag 

<210> 462 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 462 

ctcctcaaga acctggaccg ggtaaag 

<210> -463 

<211> 2532 

<212> DNA 
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<213> Artificial ^Sequence 
<220> 

<223> Synthetic 



<400> 463 
atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcatcgt 


ggtctttgac 


gccgaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccggac 


tcgctccggc 


gcaagataga 


ggcgcacctc 


720 


gaggacctcc 


acctctcctt 


agacctggcc 


cgcatccgca 


ccgacctccc 


cctggaggtg 


780 


gactttaagg 


ccctgcgccg 


caggaccccc 


gacctggagg 


gcctgagggc 


ctttttggag 


840 


gagctggagt 


tcggaagcct 


cctccacgag 


ttcggcctcc 


tgggagggga 


gaagccccgg 


900 


gaggaggccc 


cctggccccc 


gcccgaaggg 


gccttcgtgg 


gcttcctcct 


ttcccgcaag 


960 


gagcccatgt 


gggcggagct 


tctggccctg 


gcggcggcct 


cgggcggccg 


cgtgcaccgg 


1020 


gcagcagacc 


ccttggcggg 


gctaaaggac 


ctcaaggagg 


tccggggcct 


cctcgccaag 


1080 


gacctcgccg 


tcttggcctc 


gagggagggg 


ctagacctcg 


tgcccgggga 


cgaccccatg 


1140 


ctcctcgcct 


acctcctgga 


cccttcgaac 


accacccccg 


agggggtggc 


gcggcgctac 


1200 


gggggggagt 


ggacggagga 


cgccgcccac 


cgggccctcc 


tctcggagag 


gctccatcgg 


1260 


aacctcct ta 


agcgcctcga 


a cr aa cf a crci a cf 


aagctccttt 


QQCt ctacca 

\^ W \^ \mr \mf 


caaacrt" Qoaa 


1320 


aagcccctct 


cccgggtcct 


ggcccatatg 


gaggccaccg 


gggtacggcg 


ggacgtggcc 


1380 


taccttcagg 


ccctttccct 


ggagcttgcg 


gaggagatcc 


gccgcctcga 


ggaggaggtc 


1440 


ttccgcttgg 


cgggccaccc 


cttcaacctc 


aactcccggg 


accagctgga 


aagggtgctc 


1500 


tttgacgagc 


ttaggcttcc 


cgccttgaag 


aagacgaaga 


agacaggcaa 


gcgctccacc 


1560 


agcgccgcgg 


tgctggaggc 


cctacgggag 


gcccacccca 


tcgtggagaa 


gatcctccag 


1620 


caccgggagc 


tcaccaagct 


caagaacacc 


tacgtggacc 


ccctcccaag 


cctcgtccac 


1680 
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ccgaggacgg gccgcctcca cacccgcttc aaccagacgg ccacggccac ggggaggctt 1740 
agtagctccg accccaacct gcagaacatc cccgtccgca cccccttggg ccagaggatc 1800 
cgccgggcct tcgtggccga ggcgggttgg gcgttggtgg ccctggacta tagccagata 1860 
gagctccgcg tcctcgccca cctctccggg gacgaaaacc tgatcagggt cttccaggag 1920 
gggaaggaca tccacaccca gaccgcaagc tggatgttcg gcgtcccccc ggaggccgtg 1980 
gaccccctga tgcgccgggc ggccaagacg gtgaacttcg gcgtcctcta cggcatgtcc 2040 
gcccataggc tctcccagga gcttgccatc ccctacgagg aggcggtggc ctttatagag 2100 
cgctacttcc aaagcttccc caaggtgcgg gcctggatag aaaagaccct ggaggagggg 2160 
aggaagcggg gctacgtgga aaccctcttc ggaagaaggc gctacgtgcc cgacctcaac 2220 
gcccgggtga agagcgtcag ggaggccgcg gagcgcatgg ccttcaacat gcccgtccag 2280 
ggcaccgccg ccgacctcat gaagctcgcc atggtgaagc tcttcccccg cctccgggag 2340 
atgggggccc gcatgctcct ccaggtcgcc aacgagctcc tcctggaggc cccccaagcg 2400 
cgggccgagg aggtggcggc tttggccaag gaggccatgg agaaggccta tcccctcgcc 2460 
gtgcccctgg aggtggaggt ggggatgggg gaggactggc tttccgccaa gggtcaccac 2 520 
caccaccacc ae 2532 
<210> 464 
<211> 844 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 464 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
1 5 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 ^ 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val He Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 



- 588 - 



Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Asp Ser Leu Arg Arg Lys lie Glu Ala His Leu 
225 230 235 240 

Glu Asp Leu His Leu Ser Leu Asp Leu Ala Arg lie Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Phe Lys Ala Leu Arg Arg Arg Thr Pro Asp Leu 
260 265 270 

Glu Gly Leu Arg Ala Phe Leu Glu Glu Leu Glu Phe Gly Ser Leu Leu 
275 280 285 

His Glu Phe Gly Leu Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro 
290 295 300 

Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu Ser Arg Lys 
305 310 315 320 

Glu Pro Met Trp Ala Glu Leu Leu Ala Leu Ala Ala Ala Ser Gly Gly 
325 330 335 

Arg Val His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys 
340 345 350 

Glu Val Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg 
355 360 365 

Glu Gly Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr 
370 375 380 

Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr 
385 390 395 400 

Gly Gly Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu 
405 410 415 

Arg Leu His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu 
420 425 430 
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Leu Trp Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala 
435 440 445 

His Met Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala 
450 455 ; 460 

Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val 
465 470 475 480 

Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu 
485 490 495 

Glu Arg Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr 
.500 505 510 

Lys Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu 
515 520 525 

Arg Glu Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu 
530 535 540 

Thr Lys Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His 
545 550 555 560 

Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala 
565 570 575 

Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val 
580 585 590 

Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala 
595 600 605 

Gly Trp Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val 
610 ' 615 620 

Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu 
625 630 635 640 

Gly Lys Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro 
645 650 655 

Pro Glu Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn 
660 665 670 

Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu 
675 680 ,685 

Ala lie Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin 
690 695 700 

Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly 
705 710 715 720 

Arg Lys Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val 
725 730 735 

Pro Asp Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg 
740 ' 745 750 

Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys 
755 760 765 
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Leu Ala Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg 
770 775 780 

Met Leu Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala 
785 790 795 800 

Arg Ala Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala 
805 810 ^ 815 

Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp 
820 825 830 

Trp Leu Ser Ala Lys Gly His His His His His His 
835 840 

<210> 465 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 465 

gacgtccttc ggggtgatga ggtggcc 

<210> 466 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 466 

atcaccccga aggacgtcca ggagaag 

<210> 467 

<211> 2532 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 467 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcatcgt 


ggtctttgac 


gccgaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


^99^9999^ a 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccgaaggac 


gtccaggaga 


agtacggggt 


gcccccggag 


540 


cgctgggtgg 


acttccgcgc 


cctcacgggg 


gaccgctcgg 


acaacatccc 


cggggtggcg 


600 


gggatagggg 


agaagaccgc 


ccttcgactc 


ctcgcagagt 


gggggagcgt 


ggaaaacctc 


660 


ctgaagaacc 


tggaccgggt 


aaagccggac 


tcgctccggc 


gcaagataga 


ggcgcacctc 


720 


gaggacctcc 


acctctcctt 


agacctggcc 


cgcatccgca 


ccgacctccc 


cctggaggtg 


780 


gactttaagg 


ccctgcgccg 


caggaccccc 


gacctggagg 


gcctgagggc 


ctttttggag 


840 


gagctggagt 


tcggaagcct 


cctccacgag 


ttcggcctcc 


tgggagggga 


gaagccccgg 


900 


gaggaggccc 


cctggccccc 


gcccgaaggg 


gccttcgtgg 


gcttcctcct 


ttcccgcaag 


960 


gagcccatgt 


gggcggagct 


tctggccctg 


gcggcggcct 


cgggcggccg 


cgtgcaccgg 


1020 


gcagcagacc 


ccttggcggg 


gctaaaggac 


ctcaaggagg 


tccggggcct 


cctcgccaag 


. 108O 


gacctcgccg 


tcttggcctc 


gagggagggg 


ctagacctcg 


tgcccgggga 


cgaccccatg 


1140 


ctcctcgcct 


acctcctgga 


cccttcgaac 


accacccccg 


agggggtggc 


gcggcgctac 


1200 


gggggggagt 


ggacggagga 


cgccgcccac 


cgggccctcc tctcggagag 


gctccatcgg 


1260 


aacctcctta 


agcgcctcga 


gggggaggag 


aagctccttt 


ggctctacca 


cgaggtggaa 


1320 


aagcccctct 


cccgggtcct 


ggcccatatg 


gaggccaccg 


gggtacggcg 


ggacgtggcc 


1380 


taccttcagg 


ccctttccct 


ggagcttgcg 


gaggagatcc 


gccgcctcga 


ggaggaggtc 


1440 


ttccgcttgg 


cgggccaccc 


cttcaacctc 


aactcccggg 


accagctgga 


aagggtgctc 


1500 


tttgacgagc 


ttaggcttcc 


cgccttgaag 


aagacgaaga 


agacaggcaa 


gcgctccacc 


1560 


agcgccgcgg 


tgctggaggc 


cctacgggag 


gcccacccca 


tcgtggagaa 


gatcctccag 


1620 


caccgggagc 


tcaccaagct 


caagaacacc 


tacgtggacc 


ccctcccaag 


cctcgtccac 


1680 


ccgaggacgg 


gccgcctcca 


cacccgcttc 


aaccagacgg 


ccacggccac 


ggggaggctt 


1740 


agtagctccg 


accccaacct 


gcagaacatc 


cccgtccgca 


cccccttggg 


ccagaggatc 


1800 


cgccgggcct 


tcgtggccga 


ggcgggttgg 


gcgttggtgg 


ccctggacta 


tagccagata 


1860 
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1 



gagctccgcg tcctcgccca cctctccggg gacgaaaacc tgatcagggt cttccaggag 1920 
gggaaggaca tccacaccca gaccgcaagc tggatgttcg gcgtcccccc ggaggccgtg 1980 
gaccccctga tgcgccgggc ggccaagacg gtgaacttcg gcgtcctcta cggcatgtcc 2040 
gcccataggc tctcccagga gcttgccatc ccctacgagg aggcggtggc ctttatagag 2100 
cgctacttcc aaagcttccc caaggtgcgg gcctggatag aaaagaccct ggaggagggg 2160 
aggaagcggg gctacgtgga aaccctcttc ggaagaaggc gctacgtgcc cgacctcaac 2220 
gcccgggtga agagcgtcag ggaggccgcg gagcgcatgg ccttcaacat gcccgtccag 22 80 
ggcaccgccg ccgacctcat gaagctcgcc atggtgaagc tcttcccccg cctccgggag 2340 
^tgggggccc gcatgctcct ccaggtcgcc aacgagctcc tcctggaggc cccccaagcg 2400 
cgggccgagg aggtggcggc tttggccaag gaggccatgg agaaggccta tcccctcgcc 2460 
gtgcccctgg aggtggaggt ggggatgggg gaggactggc tttccgccaa gggtcaccac 2520 
caccaccacc ac 2532 
<210> 468 
<211> 844 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic. 
<400> 468 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
1 , 5 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 * 55 60 

Val lie Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala. Leu lie Lys Glu. Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 
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Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Lys Asp Val Gin Glu Lys Tyr Gly 
165 170 175 

Val Pro Pro Glu Arg Trp Val Asp Phe Arg Ala Leu Thr Gly Asp Arg 
180 185 190 

Ser Asp Asn lie Pro Gly Val Ala Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Arg Leu Leu Ala Glu Trp Gly Ser Val Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Asp Ser Leu Arg Arg Lys lie Glu Ala His Leu 
225 230 235 240 

Glu Asp Leu His Leu Ser Leu Asp Leu Ala Arg lie Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Phe Lys Ala Leu Arg Arg Arg Thr Pro Asp Leu 
260 265 270 

Glu Gly Leu Arg Ala Phe Leu Glu Glu Leu Glu Phe Gly Ser Leu Leu 
275 280 285 

His Glu Phe Gly Leu Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro 
290 295 300 

Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu Ser Arg Lys 
305 310 315 320 



Glu Pro Met Trp 
Arg Val 
Glu Val 



His Arg 
340 



Glu Gly 
370 

Leu Leu 
385 

Gly Gly 
Arg Leu 
Leu Trp 



Arg Gly 
355 

Leu Asp 
Asp Pro 
Glu Trp 



His Arg 
420 

Leu Tyr 
435 



Ala Glu Leu Leu Ala Leu Ala Ala Ala Ser Gly Gly 
325 330 335 

Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys 
345 350 

Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg 
360 365 

Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr 
375 380 

Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr 
390 395 400 

Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu 
405 410 415 

Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu 
425 430 

His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala 
440 445 



His Met 
450 



Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala 
455 460 
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1 



Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val 
465 470 475 480 

Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu 
485 490 495 

Glu Arg Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr 
500 505 510 

Lys Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu 
515 520 525 

Arg Glu Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu 
530 535 540 

Thr Lys Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His 
545 550 555 560 

Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala 
565 570 575 

Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val 
580 585 590 

Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala 
595 ' 600 605 

Gly Trp Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val 
610 615 620 

Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu 
625 630 635 640 

Gly Lys Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro 
645 650 655 

Pro Glu Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn 
660 665 670 

Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu 
675 680 685 

Ala lie Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin 
690 695 700 

Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly 
705 710 715 720 

Arg Lys Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val 
725 730 735 

Pro Asp Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg 
740 745 750 

Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys 
755 760 765 

Leu Ala Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg 
770 775 780 

Met Leu Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala 
785 790 795 800 
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Arg Ala Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala 
805 810 815 

Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp 
820 825 830 

Trp Leu Ser Ala Lys Gly His His His His His His 
835 840 

<210> 469 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 469 

ctcgaggcgg gtaaacccca ggaggtc 2 7 

<210> 470 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> • , 

<223> Synthetic 
<400> 470 

gggtttaccc gcctcgaggt gcccggc 2 7 

<210> 471 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 471 

atgaattccg aggcgatgct tccgctcttt gaacccaaag gccgggtcct cctggtggac 60 
ggccaccacc tggcctaccg caccttcttc gccctgaagg gcctcaccac gagccggggc 120 
gaaccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct gaaggaggac 180 
gggtacaagg ccgtcatcgt ggtctttgac gccgaggccc cctccttccg ccacgaggcc 240 
tacgaggcct acaaggcggg gagggccccg acccccgagg acttcccccg gcagctcgcc 300 
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ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtgcc 


gggctttgaa 


360 


gcggatgacg 


tcctggctac 


cctggccaag 


aaggcggaaa 


aggaaggcta 


cgaagtgcgc 


420 


atcctcaccg 


cggaccggga 


cctttaccag 


cttctttcgg 


agcgaatctc 


catccttcac 


480 


ccggagggtt 


acctgatcac 


cccggagtgg 


ctttgggaga 


agtatgggct 


taagccttcc 


540 


cagtgggtgg 


actaccgggc 


cttggccggg gacccttccg 


acaacatccc 


cggcgtgaag 


600 


ggcatcgggg 


agaagacggc 


ggccaagctg 


atccgggagt 


ggggaagcct 


ggaaaacctt 


660 


cttaagcacc 


tggaacaggt 


gaaacctgcc 


tccgtgcggg 


agaagatcct 


tagccacatg 


720 


gaggacctca 


agctatccct 


ggagctatcc 


cgggtgcaca 


cggacttgct 


ccttcaggtg 


780 


gacttcgccc 


ggcgccggga 


gccggaccgg 


gaggggctta 


aggccttttt 


ggagaggctg 


840 


gagttcggaa 


gcctcctcca 


cgagttcggc 


ctgttggaaa 


gcccggtggc 


ggcggaggaa 


900 


gctccctggc 


cgccccccga 


gggagccttc 


gtggggtacg 


ttctttcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaacgc 


cttggccgcc 


gcctggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


9^99tccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc * 


1260 


cttaagcgcc 


tcgaggggga ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


gagcttaggc 


ttcccgcctt ' 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg 


gtggccctgg 


actatagcca 


gatagagctc 


1860 


cgcgtGctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


ggaggggaag 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


T Q O A 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


' 2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


ggggaggaag 


2160 
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cggggctacg tggaaaccct cttcggaaga aggcgctacg tgcccgacct caacgcccgg 2220 
gtgaagagcg tcagggaggc cgcggagcgc atggccttca acatgcccgt ccagggcacc 2280 
gccgccgacc tcatgaagct cgccatggtg aagctcttcc cccgcctccg ggagatgggg 2340 
gcccgcatgc tcctccaggt cgccaacgag ctcctcctgg aggcccccca agcgcgggcc 2400 
gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 
ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggtca ccaccaccac 2520 
caccac 2526 
<210> 472 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 472 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
1 5 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
5b 55 60 

Val He Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 . ^ 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Leu Ser Glu Arg He Ser He Leu His 
145 150 155 160 
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Pro Glu Gly Tyr Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 17-5 

Leu Lys Pro Ser Gin Trp Val Asp Tyr Arg Ala Leu Ala Gly Asp Pro 
180 185 190 

Ser Asp Asn lie Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Ala 
195 200 205 

Lys Leu lie Arg Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys His Leu 
210 215 220 

Glu Gin Val Lys Pro Ala Ser Val Arg Glu Lys lie Leu Ser His Met 
225 230 235 240 

Glu Asp Leu Lys Leu Ser Leu Glu Leu Ser Arg Val His Thr Asp Leu 
245 250 255 

Leu Leu Gin Val Asp Phe Ala Arg Arg Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Lys Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ser Pro Val Ala Ala Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Tyr Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Asn Ala Leu Ala Ala Ala Trp Gly Gly Arg Val 

325 . 330 . 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly- His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 



- 599 - 



Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505^ 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
' 515 ^ 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leii Val His. Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His- Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 ^ 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 .665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 



Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 
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Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 473 

<211> 21 , 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 473 

aagccactcc ggggtgatca ggtaacc 27 
<210> 474 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 474 

atcaccccgg agtggctttg ggagaag * 27 

<210> 475 
<211> 2514 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 475 

atgaattccc tgcccctctt tgagcccaag ggccgggtgc ttctggtgga cggccaccac 60 
ctggcctacc gtaccttttt tgccctgaag ggcctcacca ccagccgcgg ggagccggtc 120 
caggcggtgt acgggtttgc caagagcctt ttgaaggcgc taagggaaga cggggatgtg 180 
gtgatcgtgg tctttgacgc cgaggccccc tccttccgcc accagaccta cgaggcctac 240 
aaggcggggc gggctcccac ccccgaggac tttccccggc agcttgccct tatcaaggag 300 
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uCtugggcc L 


ggagcgcccc 


gaggtgccgg gctttgaagc 


ggatgacgtc 




C uyyCL.a.CCC 


tggccaagaa 


ggcggaaaag 


gaaggctacg 


aagtgcgcat 


cctcaccgcg 


/ion 




t ucaccagct 


tctttcggag 


cgaatctcca 


tccttcaccc 


ggagggt tac 


4 oU 


C t.y d t.CciCCC 


/^^^/^a /~T f" ftf^r^ 4~ 

cyya,y uyyc t. 


ttgggagaag 


tacggcctca 


ggccggagca 


gtgggtggac 


C A A 

o4 U 


4- 4- r-( f~> (-^ r~t 

t. uccy cy ccc 


ccgcggggga 


cccctccgac 


aacctccccg gggtcaaggg 


ca t cggggag 


bUU 


a. a.y a. C eye CC 


ucaayc ucc c. 


caaggagtgg ggaagcctgg 


aaaacctcct 


caagaacctg 




yaccyyy caa, 


agccagaaaa 


cgtccgggag 


aagatcaagg 


cccacctgga 


agacctcagg 


Ton 

720 


ctccccut y y 


agct ct cccg 


ggtgcgcacc 


gacctccccc 


tggaggtgga 


cctcgcccag 


O O A 

7 80 


gggcgggagc 


ccgaccggga 


ggggcttagg 


gccttcctgg 


aQaggctgga 


gttcggcagc 


840 


^ +■ ^ /-^ *^ 

c ccccccacg 


agu ucggccu 


cctggaggcc 


cccgcccccc 


tggaggagqc 

Z/ Zf ^ ZH ^3 


cccctggccc 


AAA 

900 


, ccyccyyaay 


gggcc L. ccgc 


gggcttcgtc 


ctctcccgcc 


ccgagcccat 


gtgggcggag 


c\ c r\ 

y dO 


C C Caody CCC 


t-yyccyccL.y 


caggggcggc 


cgcgtgcacc 


gggcagcaga 


ccccttggcg 


T A O A 


gggctaaagg 


acctcaagga 


ggtccggggc 


ctcctcgcca 


aggacctcgc 


cgtcttggcc 


- 1080 


t cgagggagg 


ggctagacct 


cgtgcccggg gacgacccca 


tgctcctcgc 


ctacctcctg 


1140 


gacccttcga 


acaccacccc 


cgagggggtg 


gcgcggcgct 


acggggggga 


gtggacggag 


1200 


gacgccgccc 


accgggccct 


cctttcggag 


aggctccatc 


ggaacctcct 


taagcgcctc 


1260 


gagggggagg 


agaagccccc 


ttggctctac 


cacgaggtgg 


aaaagcccct 


ctcccgggtc 


1320 


c tyyccca ua 


cggaggccac 


cggggtacgg cgggacgtgg 


cctaccttca 


ggccctttcc 


T O O A 

1380 


c tggagcu eg 


cggaggagau 


ccgccgcctc 


gaggaggagg 


tcttccgctt 


ggcgggccac 


1440 


^ ^ /-^ —* ^-t 

cccu ucaacc 


ucaacucccg 


ggaccagctg 


gaaagggtgc 


tctttgacga gcttaggctt 


1500 


cccgccucga 


agaagacgaa 


gaagacaggc 


aagcgctcca 


ccagcgccgc 


ggtgctggag 


1560 


gccc cacggg 


aggcccaccc 


catcgtggag 


aagatcctcc 


agcaccggga 


gctcaccaag 


1620 


c ucaayaaca 


CC tacy uyya 


ccccctccca 


agcctcgtcc 


acccgaggac gggccgcctc 


1 O A 

1680 


v^ct^dt^eey e U 


4- /-I -a -a /-i -a /-r -a 
l^edciCCdyciC 


ggccacggcc 


acggggaggc 


ttagtagctc 


cgaccccaac 


T HA A 
1 /4U 


C uyt..-ciyclclv.-a. 


L-ccccyt-ccy 


cacccccttg 


ggccagagga 


tccgccgggc 


cttcgtggcc 


T Q A A 


gaggcgggcc 


gyycgccggt: 


ggccctggac 


tatagccaga 


tagagctccg 


cgtcctcgcc 


n Q t A 


caccuccccg 


gggacgaaaa 


cctgatcagg 


gtcttccagg 


aggggaagga 


catccacacc ' 


T A O A 

192 0 


cagaccgcaa 


gctggatgtt 


cggcgtcccc 


ccggaggccg 


tggaccccct 


gatgcgccgg 


1980 


gcggccaaga 


cggtgaactt 


cggcgtcctc 


tacggcatgt 


ccgcccatag 


gctctcccag 


2040 


gagcttgcca 


tcccctacga 


ggaggcggtg 


gcctttatag 


agcgctactt 


ccaaagcttc 


2100 


cccaaggtgc 


gggcctggat 


agaaaagacc 


ctggaggagg ggaggaagcg gggctacgtg 


2160 
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gaaaccctct tcggaagaag gcgctacgtg cccgacctca acgcccgggt gaagagcgtc 2220 
agggaggccg cggagcgcat ggccttcaac atgcccgtcc agggcaccgc cgccgacctc 2280 
atgaagctcg ccatggtgaa gctcttcccc cgcctccggg agatgggggc ccgcatgctc 2340 
ctccaggtcg ccaacgagct cctcctggag gccccccaag cgcgggccga ggaggtggcg 2400 
gctttggcca aggaggccat ggagaaggcc tatcccctcg ccgtgcccct ggaggtggag 2460 
gtggggatgg gggaggactg gctttccgcc aagggtcacc accaccacca ccac 2514 
<210> 476 
<211> 838 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 476 

Met Asn Ser Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
15 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 
20 '25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie Val Val 
50 55 60 

Phe Asp Ala Glu Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 • 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu lie Lys Glu Met Val Asp Leu Leu Gly Leu Glu Arg Leu Glu Val 
100 105 110 

Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 * 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Arg Asp Leu 
130 135 140 

Tyr Gin Leu Leu Ser Glu Arg lie Ser lie Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly Leu Arg Pro Glu 
165 170 175 

Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro Ser Asp Asn Leu 
180 185 190 
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Pro Gly Val Lys Gly lie Gly Glu LysThr Ala Leu Lys Leu Leu Lys 
195 200 205 

Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu Asp Arg Val Lys 
210 215 220 

Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu Glu Asp Leu Arg 
225 230 235 240 

Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu Pro Leu Glu Val 
245 250 255 

Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly Leu Arg Ala Phe 
260 , 265 270 

Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu 
275 280 285 

Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly 
290 295 300 

Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu 
305 310 315 320 

Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val His Arg Ala Ala 
325 330 335 

Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu Leu 
340 345 350 

Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly . Leu Asp Leu Val 
355 360 365 

Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn 
370 375 380 

Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu 
385 390 395 400 

Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn Leu 
405 410 415 

Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His Glu 
420 425 430 

Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr Gly 
435 440 445 

Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu Ala 
450 455 460 

Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly His 
465 470 475 480 

Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp 
485 490 495 

Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys Arg 
500 505 510 



Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro lie 
515. 520 525 
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Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn Thr 
530 535 540 

Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg Leu 
545 550 555 560 

His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser 
565 570 575 

Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin 
580 585 590 

Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val Ala 
595 600 605 

Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser Gly 
610 615 620 

Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His Thr 
625 630 635 640 

Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp Pro 
645 650 655 

Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr Gly 
660 665 670 

Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu Glu 
675 680' 685 

Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg 
690 695 700 

Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr Val 
705 710 715 720 

Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala Arg 
725 730 735 

'Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro 
740 745 750 

Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu 
755 760 765 

Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met, Leu Leu Gin Val Ala 
770 775 780 

Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val Ala 
785 790 795 800 

Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val Pro 
805 810 ' 815 

Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys Gly 
820 825 830 



His His His His His His 
835 
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<210>- 477 

<211> 64 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 477 

caccaccacc accaccacgt cgactagtgc tagcgtcgac tagctgcagg catgcaagct 60^ 
tggc 64 

<210> 478 

<211> 64 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 478 

gccaagcttg catgcctgca gctagtcgac gctagcacta gtcgacgtgg tggtggtggt 60 
ggtg 64 

<210> 479 

<211> 41- 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 479 

caggaagcgg ccgcgtcgac atgaccatga ttacgccaag c 41 

<210> 480 

<211> 42 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 480 

gggcccgcca gggtcgactc agggcgatgg cccactacgt ga 42 

<210> 481 

<211> 3135 

<212> DNA 

<213> Artificial Sequence 
<2*2 0> 

<223> Synthetic 

<400> 481 





a aaccf a t" ar* t" 




y cx cx ^ c*.cic*y 


y^v_«yyy l.v^w i> 


p p t csaf" crcra p 
L-yy u-yyA^ 


\j \f 


^ y ' V— C*. CJ. \^ 




Vi-' CI L» U-Lf^ 


Cf r* p r* t" Cf a a Cf a 
y^rfVrfW ^y^«yy 


y <^ <^ Vw ci d v_- 


aa a p p crocicrp 


120 




aocTPcrcft' Pl" a 




aacraarr't" 


\r dciy y ^ \w- 


cr a a crcf a otia p 
y cidiy y ciy y 


180 


crcici t a c a a aa 


r* ccj t c 1 1 ccj t 

V*- ^y ^ w ^ w wy ^ 


crci t c 1 1 1" era c 


a c c a acrcr p r* c 


ppfppttcpcr 

w v« ^ w w w w y 


ppapcracrapp 

w w ^ y c*y y ^ ^ 


240 


tacaacrcrcct 


acaaoacaaa 

W4 ^Bi* *H *n 


y ^^y y y ^ ^ y 


c* ^ v» V* y c*y y 


acttccccca 

w ^ wv.' w y 


y ^ y ^ y ^ 


300 


ctcat caagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


t cgagg t c c c 


cggctacgag 


360 


Qcaaacoaca 


t tctcgccac 


cctggccaag 


aaaQcaoaaa 


aaaaQaaa t a 
»yyciyyyy 


CCTacrcrtQccic 

ZD ZD ZD 77 r? 


420 


atcctcaccg 


ccciaccacaa 


cctct accaa 


ct catctcca 


a.cccsccst.ccsc 

•* ^ z3 


catcc tccac 


480 


N,.* ^3 73 ^ 


acct cat cac 


cccaoaatQCT 


c 1 1 1 craaacra 


acrtaccracct 


^ **y y " y y y 


540 


caatoaataa 


ac 1 1 cccrcac 


cc tcataoaa 
u^^y »-yyyy 


aacccc t cccr 


acaacc t ccc 


cacraat caaa 
^yyyy "^^tidy 


600 


aacat cacraci 


^gaagaCcgC 


cctcaagct c 


c t caaaaaa t 


aaaaaaacct 

ZD ZD ZD ZD ^ 


QQaaaacct c 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 
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/~» 3 (~Tn r~* t" t" t~ 
ci^ ^ ^ L. I, L> 


/~t /-I 4- /-T/-» a 4- 


uy uyyayyay 


acccyccycc 


L-cyayyayya 


yy cc c cccy c 


1 4 A n 




a^^L'L'UUv^act 


I., wao.e' L. 


v-.yyy dt-cdy c 


uyy dddyyy e 


c\/~* t" ^ ^ ^ 
youwL. L.L.yd\_r 


X o u u 


/*r ^ 4— 4— "-i /^/^/-t 

ya.y c u uayyc 


cucccgcccu 


gaagaagacg 


aagaagacag 


gcaagcgc tc 


eaeeagcgee 


XOD U 


gcggcgccgg 


ciyy ccc c-acy 


yyayycccac 


cccaucgcgy 


agaaga tec L. 


ccagcaccgg 


1 o n 


y aye L. CctCCo. 


ay c ccaagaa 


cacc tacgtg 


gaccccc t cc 


caagcet cgt 


ecaccegagg 


T Q n 
Xoo U 


o (~* 
dv^yy y od^y ^^L- 


t" r"" 3 /~> /"> t^rt 

L.s^L'd.L'a.Ok^v^y 


U CC-ddCCay 


doyy ccacyy 


ccdcyyyyay 


yet. Cay Cay c 


1 "7/1 n 

X / f* u 


+— /~i f^f^ a /"I a 
o(^Vi.«yct^v^^Cci 


acc cycayaa 


cacccccycc 


cycacccccc 


cgggc cagag 


gacccgecgg 


1 Q fi n 
X o u u 


y CCC uCy uyy 


ccgaggcggg 


1 1 gggcg 1 1 g 


gtggccctgg 


aetatagcca 


ga t agagc t c 


T Q £- rv 


cgcgtcct eg 


cccacctct c 


cggggacgaa 


aacctgatca 


gggtctteca 


ggaggggaag 


T Q 1 n 


^ ^ ^ ^ — \ 

ya.Ca.CCCa.Ca 


cccagaccgc 


aagc tggatg 


ttcggcgtcc 


ceeeggagge 


cgtggaecee 


T Q Q r\ 


c uyo. cgcy cc 


yyycyyccaa 


gacggtgaac 


t t cggcgt cc 


tctacggcat 


gtccgcccat 


r\ A f\ 
z U4 U 


dyyCt-CuCCC 


ayyay c L. uyc 


caccccccac 


gaggaggcgg 


tggectt tat 


agagcgc t ae 




t L.CCa.a.a.y C C 


uccccaaggc 


gcgggcctgg 


at agaaaaga 


cectggagga 


9999^99^^9 


^ J.O U 


t..ygyy C t-aCg 


ugyaaaCCC U 


c c ccyyaaga 


^99C9ccacg 


tge ccgacc t 


eaacgcccgg 


o o o n 


y tyaayagcy 


t c agggaggc 


cgcggagcgc 


atggcct tea 


aeatgcecgt 


ceagggeacc 


o o Q n 


y ccy ccgacc 


t catgaagc t 


cgccatggtg 


aagctcttcc 


eeegeet eeg 


ggagatgggg 


o "3 /I n 
z o4 U 


gcccgca.tgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggeeeccca 


agegegggee 


z4 UU 


gaggaggtgg 


cggct ttggc 


c aaggaggc c 


atggagaagg 


ectateccet 


cgccgtgcec 


z4b U 


ct:ggaggtgg 


aggcggggac 


99999^99^^: 


tggctttccg 


eeaagggtea 


eeaceaeeae 


n c o A 
zb^U 


CaCCaCy cCy 


acacgaccac 


gattacgcca 


agctatttag 


gtgacactat 


agaatactca 


O C O A 
ZDOU 


a.y cca cy Cac 


caagc ucggc 


accgagctcg 


gat ccactag 


taacggccge 


cagtgtgctg 


z d4 U 


y aaC C CCy Ca 


gatat ccacc 


acac tggcgg 


ccgct cgagc 


atgcatctag 


agggcceaat 


O T A A 

z / UU 


CCgCCC UaCa 


gcgagccgca 


t t acaat tea 


ctggccgtcg 


tt ttacaacg 


tcgtgactgg 


O T ^ A 

z / o U 


y addciC t.y 


ycyuL.aCCCa 


act uaaccyc 


c c ugcaycac 


acccccccct. 


cgccagccgg 


O Q O A 

z oz U 


Cy L.aa Uay Cy 


aayayy cccg 


caccgaucgc 


cct t cccaac 


agt tgegeag 


eetgaatggc 


O Q Q A 

zooU 


y da I, y y y ct oy 


cy Q-Ct- eye ay 


cyycy CdL ta 


aycycyycyy 


gcgcggcggc 


cacgcgcagc 




gtgaccgcta 


cacttgccag 


cgccctagcg 


cccgctcctt 


tegctttctt 


ccettecttt 


3000 


ctcgccacgt 


tcgccggctt 


tccccgtcaa 


gctctaaatc 


gggggetcee 


tttagggttc 


3060 


cgatttagag 


ctttacggca 


cctcgaccgc 


aaaaaacttg 


atttgggtga 


tggtteaegt 


3120 


agtgggccat 


cgccc 










3135 
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<ZlO> 


482 


<211> 


1045 


<Zl2 > 




<213 > 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


482 


Met Asn Ser Glu Ala Met Leu 


1 


5 



10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 



- 609 . 



Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 , 390 395 400 

Glu Trp Thr GlU Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu* Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 
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Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 ^ 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 . 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 , 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His Val Asp Met Thr Met lie 
835 840 845 

Thr Pro Ser Tyr Leu Gly Asp Thr lie Glu Tyr Ser Ser Tyr Ala Ser 
850 855 860 

Ser Leu Val Pro Ser Ser Asp Pro Leu Val Thr Ala Ala Ser Val Leu 
865 870 875 880 

Glu Phe Cys Arg Tyr Pro Ser His Trp Arg Pro Leu Glu His Ala Ser 
885 890 895 

Arg Gly Pro Asn Ser Pro Tyr Ser Glu Ser Tyr Tyr Asn Ser Leu Ala 
900 905 910 

Val Val Leu Gin Arg Arg Asp Trp Glu Asn Pro Gly Val Thr Gin Leu 
915 920 925 
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Asn Arg Leu Ala Ala His Pro Pro Phe Ala Ser Trp Arg Asn Ser Glu 
930 935 940 

Glu Ala Arg Thr Asp Arg Pro Ser Gin Gin Leu Arg Ser Leu Asn Gly 
945 950 955 960 

Glu Trp Asp Ala Pro Cys Ser Gly Ala Leu Ser Ala Ala Gly Val Val 
965 970 975 

Val Thr Arg Ser Val Thr Ala Thr Leu Ala Ser Ala Leu Ala Pro Ala 
980 985 990 

Pro Phe Ala Phe Phe Pro Ser Phe Leu Ala Thr Phe Ala Gly Phe Pro 
995 1000 1005 

Arg Gin Ala Leu Asn Arg Gly Leu Pro Leu Gly Phe Arg Phe Arg 
1010 1015 1020 

Ala Leu Arg His Leu Asp Arg Lys Lys Leu Asp Leu Gly Asp Gly 
1025 1030 1035 

Ser Arg Ser Gly Pro Ser Pro 
1040 1045 

<210> 483 . . 

<211> 36 . 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 483 

cgggacctcg aggcgcgtga accccaggag gtccac 36 
<210> 484 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 484 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
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• 



ctciyycty uyy 


^ nna n n ^ n n t" 
L.y y dwu- u L. 


nr^c^fi^ 4" n a n n 


^rtf*/^^ nr^a n/^ 

cy cc t-cgagg 


ccccyggcca 


cgaggcggac 


1 c n 


pat" rr't" era 
yo.^y iv^w ^yy 


^ ^ ^y ^ ^ ^ y y ^ 


na ana a nnr^n 
\^ ddy ddy y i_>y 


na a a a nna nn 
y ddddy y dy y 


y \^ udi^y dyy l. 


nnnnat~nnt"n 
I— v-'y^dL-^L-U^ 


1 ^ u 


d y V- o y ct ^ d 


a a na n n ^ ^ a 
ddy dUL' C t. Ud 


ccagctcctt 


tccgaccgca 


tccacgucct- 


ccaccccgag 


4 Q rt 

ft C5 U 


1*1 fin +" ;3 r-> /-> t" 

yyy l>ciw^ i^v^ct 


t" n a o n n o nn n 
o^_>d\^oU'V^yyv^ 


ctggctttgg 


gaaaagtacg 


gcc tgaggcc 


cgaccagcgg 


c; A n 


yw^-ycn— L-ct^o 


nnno n o ^ na o 

gyyt-ct-cydt,. 


cggggacgag 


tccgacaacc 


cucccggggc 


caagggcauc 


con 

D U U 


y yy y cty dcty ci 


v^yy cgdyy dd 


gcttctggag gagtggggga 


gcc cggaagc 


ccuccucaag 


c c n 
b b U 


ctctv^^ i^yyciL-o 


nnn t* na anon 
yy t_ uy ddy 


cgccatccgg 


gagaagatcc 


uggcccacac 


ggacgauccg 




CtCiy V- U U- L'L' u 


nnn a n n t* nn n 

gygdcccggc 


caaggtgcgc 


accgacctgc 


ccccggaggu 


ggaccccgcc 


/ oU 


ddcxciyy cyyy 


dy cccy dCCy 


ggagaggctt 


agggcctttc 


tggagaggcc 


tgagt t tggc 


o4 U 


dyCC t-CC UCC 


dcgagc ccgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


Q A n 


cccccyccyy 


aaggggccc c 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


Q ^ r\ 


y duc u t- c uyy 


n n n t* nnn r^fif* 

ccc tyy t^cy c 


cgccaggggc 


ggccgcgtgc 


accgggcagc 


agaccccc eg 


1 n o n 


9Cyyggcudd 


aggacc ccaa 


ggaggtccgg 


ggcctcctcg 


ccaaggacct 


cgccgtcttg 


1 A o n 


y w u i^y dy y y 


a c^c^cic^c^ ^ a na 

dyygy t. tdya 


cctcgtgccc 


ggggacgacc 


ccacgcuccc 


cgcctacctc 


1 T A A 


V- uyy dv-cc^ t. 


Cy ddCdCCdC 


ccccgagggg gtggcgcggc 


gctacggggg 


ggagtggacg 


T O A A 


y^yy ^cyccy 


n n n a n /~*r^r^r^f^ 

Cv_cdccyggc 


cctcctctcg 


gagaggctcc 


atcggaacct 


ccttaagcgc 


1 o £: A 


ctcgaggggg 


a rtn a n a a nn i~ 

^yy ^^9^ 


cctttggctc 


taccacgagg 


cggaaaagcc 


cctctcccgg 


1 "3 O A 




a i~ a f" nna nnr^ 
d UdGyy dgy C 


caccggggta 


cggcgggacg 


tggcccaccc 


t caggccctt 


1 T Q A 

J. JoU 


tccc L.yydgc 


t- -gcggagga 


gatccgccgc 


ctcgaggagg 


aggtcttccg 


c 1 1 ggcgggc 


T /I /t A 

1440 


^d^^k^^^v^UC^d 


annt" naan^n 
dL'L.UQ^ddL'CL' 


ccgggaccag 


ctggaaaggg 


cgcccccuga 


cgagc u u agg 


1 C A A 


^L.L.^^^y\^(,^L. 


^ na a na a na n 
uy ddy ddy dv^ 


gaagaagaca 


ggcaagcgct 


ccaccagcgc 


cgcggtgctg 


1 C C A 


y ^y y ^ ^ ^ 


y y y dy y V- d 


ccccatcgtg 


gagaagatcc 


tccagcaccg 


99agctcacc 


1 iCO A 

Xb^ u 


ddy i-' L. ^ ddy d 


anannt^annt" 


ggaccccctc 


ccaagcctcg 


tccacccgag 


gacgggccgc 


±b o U 


(^wL^^dt-dli.r^L' 


nn'^ t* n a a nna 
y C C C^ddL^Cd 


gacggccacg 


gccacgggga 


ggcttagtag ctccgacccc 


1 T j4 A 

X /4U 


a a f f t~ no ana 


a n a t~ n n n nnf" 
dC d u CJ c c (jy U 


ccgcaccccc 


ttgggccaga 


ggatccgccg ggccttcgtg 


1 Q A A 


nnr*na nnnnn 

gccgaggcgg 


y t- tygycy t. L. 


ggtggccctg gactatagcc 


agatagagct 


ccgcgtcctc 


T Q /r A 


yi^^^di^i^ULrt^ 


r^t^nr^nr^^ nna 

t^v^gygy dt^y d 


aaacctgatc 


a999tcttcc 


^99^9999^^ 


ggacatccac 


IOTA 


acccagaccg 


caagctggat 


gttcggcgtc 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agacggtgaa 


cttcggcgtc 


ctctacggca 


tgtccgccca 


taggctctcc 


2040 


caggagcttg 


ccatccccta 


cgaggaggcg 


gtggccttta 


tagagcgcta 


cttccaaagc 


2100 


ttccccaagg 


tgcgggcctg 


gatagaaaag 


accctggagg 


a9999aggaa 


9cgg99ctac 


2160 



- 613 - 



gtggaaaccc tcttcggaag aaggcgctac gtgcccgacc tcaacgcccg ggtgaagagc 2220 
gtcagggagg ccgcggagcg catggccttc aacatgcccg tccagggcac cgccgccgac 22 80 
ctcatgaagc tcgccatggt gaagctcttc ccccgcctcc gggagatggg ggcccgcatg 2340 
ctcctccagg tcgccaacga gctcctcctg gaggcccccc aagcgcgggc cgaggaggtg 2400 
gcggctttgg ccaaggaggc catggagaag gcctatcccc tcgccgtgcc cctggaggtg 2460 
gaggtgggga tgggggagga ctggctttcc gccaagggtc accaccacca ccaccac 2517 
<210> 485 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 485 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150- 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 



614 - 



Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245- 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu iPhe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 .365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 ^ 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 



Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 
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lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
67,5 680 685 

Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val * 
770 775 780 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805' 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 
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<210> 486 

<211> 36 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 486 

gtggaccttc tgggctttac ccgcctcgag gccccg 

<210> 487 

<211> 36 

<212> DNA^ 

.<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 487 

cg999cctcg aggcgggtaa agcccagaag gtccac 

<210> 488 

<211> 842 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 488 

Met Asn Ser Thr Pro Leu Phe Asp Leu Glu Glu Pro Pro Lys Arg Val 
1 5 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Tyr Ala Leu 
20 25 30 

Ser Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Met Val Tyr Gly Phe 
35 40 45 

Ala Arg Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Gin Ala Val Val 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Glu 
65 70 75 80 

Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 
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Leu Ala Leu Val Lys Arg Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Ala Pro Gly Tyr Glu Ala Asp Asp Val Leu Gly Thr Leu Ala Lys 
115 120 125 

Lys Ala Glu Arg Glu Gly Met Glu Val Arg lie Leu Thr Gly Asp Arg 
130 135 140 

Asp Phe Phe Gin Leu Leu Ser Glu Lys Val Ser Val Leu Leu Pro Asp 
145 150 155 160 

Gly Thr Leu Val Thr Pro Lys Asp Val Gin Glu Lys Tyr Gly Val Pro 
165 170 175 

Pro Glu Arg Trp Val Asp Phe Arg Ala Leu Thr Gly Asp Arg Ser Asp 
180 185 190 

Asn lie Pro Gly Val Ala Gly lie Gly Glu Lys Thr Ala Leu Arg Leu 
195 200 205 

Leu Ala Glu Trp Gly Ser Val Glu Asn Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Val Lys Pro Asp' Ser Leu Arg Arg Lys lie Glu Ala His Leu Glu Asp 
225 230 235 240 

Leu His Leu Ser Leu Asp Leu Ala Arg lie Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp, Phe Lys Ala Leu Arg Arg Arg Thr Pro Asp Leu Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Glu Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu Ser Arg Lys Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Leu Ala Leu Ala Ala Ala Ser Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 



His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 
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Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 ' 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 .520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val, His Pro Arg 
545 550 555 ' 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 



Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 
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Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 489 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 489 

tttacccgcc tcgaggtgcc gggc 

<210> 490 

<211> 36 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 490 

cggcacctcg aggcgggtaa agcccaaaag gtccac 

<210> 4 91 

<211> 838 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 491 

Met Asn Ser Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
1 5 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 
20 25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie , Val Val 
50 55 60 

Phe Asp Ala Lys Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu lie Lys Glu Met Val Asp Leu Leu Gly Phe Thr Arg Leu Glu Val 
100 105 110 

Pro Gly Phe Glii Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Arg Asp Leu 
130 135 140 

Tyr Gin Leu Leu Ser Glu Arg lie Ser lie Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly Leu Lys Pro Ser 
165 170 175 

Gin Trp Val Asp Tyr Arg Ala Leu Ala Gly Asp Pro Ser Asp Asn lie 
180 185 190 

Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Ala Lys Leu lie Arg 
195 200 205 

Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys His Leu Glu Gin Val Lys 
210 215 220 

Pro Ala Ser Val Arg Glu Lys lie Leu Ser His Met Glu Asp Leu Lys 
225 230 235 240 

Leu Ser Leu Glu Leu Ser Arg Val His Thr Asp Leu Leu Leu Gin Val 
245 250 255 

Asp Phe Ala Arg Arg Arg Glu Pro Asp Arg Glu Gly Leu Lys Ala Phe 
260 265 270 

Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu 
275 280 285 

Glu Ser Pro Val Ala Ala Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly 
290 295 300 



Ala Phe Val Gly Tyr Val . Leu Ser Arg Pro Glu Pro Met Trp Ala Glu 
305 310 315 320 
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Leu Asn Ala Leu Ala Ala Ala Trp Gly Gly Arg Val His Arg Ala Ala 
325 330 335 

Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu Leu 
340 345 350 

Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu Val 
355 360 365 

Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn 
370 375 380 . 

Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu 
385 390 395 400 

Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn Leu 
* 405 410 415 

Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His Glu 
420 425 430 

Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr Gly 
435 440 445 

Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu Ala 
450 455 460 

Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly His 
465 470 4*75* 480 

Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp 
485 490 495 

Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys Arg 
500 505 510 

Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro lie 
515 520 525 

Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn Thr 
530 , 535 540 

Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg Leu 
545 550 555 560 

His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser 
565 570 ^ 575 

Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin 
580 585 590 

Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val Ala 
595 600 605 

Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser Gly 
610 615 620 

Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Lys Asp He His Thr 
625 630 635 640 



Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp Pro 
645 650 655 
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' Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr Gly 
660 665 670 

Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu Glu 
675 . 680 685 

Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg 
690 695 700 

Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr Val 
705 710 715 720 

Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala Arg 
725 730 735 

Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro 
740 745 750 

Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu 
755 760 765 

Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val Ala 
770 775 ,780 

Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val Ala 
785 . 790 795 800 

Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val Pro 
805 810 815 

Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys Gly 
820 825 • 830 

His His His His His His 
835 

<210> 492 

<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 492 

atcgtggtct ttgacgccga ggccccctcc ttcc 

<210> 493 

<211> 34 - 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 493 

ggaaggaggg ggcctcggcg tcaaagacca cgat 
<210> 494 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic . 
<400> 494 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
1*5 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 
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Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala. Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310' ^ 315 320 

Net Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly- Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu* Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala .Val Leu Ala Ser Arg Glu Gly 

355 ' 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 . 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 ' 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 
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Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 

840 





835 


<210> 


495 


<211> 


2517 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 
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<400> 495 
atgaattcgg 


aqatQCtQCC 

33*-*^3^ *^3 


cctctttgag 


cccaagggcc 


gggtcctcct 


aataaacaac 
33 *-yy«-*-yy'- 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctaaaaaacc 


tcaccaccag 


c caaaaaaaa 

^^yyyyyy «.y 


120 


ccaqtqcaqq 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


qqaqqacaqa 

3 3 v*3 3 3 3 3 


180 


qacQcqqtqa 


tcgtggtctt 


tqacqccqaq 

^3*-*^3^^3'-*3 


gccccctcct 


tccgccacga 


aacctacaaa 


240 


QQqtacaaqq 


CQQQCCQQQC 


ccccacgccg 


gaggact ttc 


cccggcaact 


cgccctcatc 


300 


aacraaoctaa 


tggac ctcct 


aaaac tcrcfca 


cacc tcaaaa 


tcccaaac t a 


^y^yy ^yy 


360 


QacatcctacT 

^ ^ ^3 ^3 


ccsLOcct-Cicici 

\^ Z3 Z3 


caaaaaaaca 


aaaaaaaaaa 


actacaaaat 


ccacatcctc 


42 0 




aacracct t ta 


ccaact cct t 

^ ^^3 ^ ^ ^ *— 


t ccaaccaca 


tcnapat nr^t" 

^ W d W \^ V» Ih- 


v**^w^^^^^y ^y 


480 


gggtacctca 


tcaccccggc 


ctaactt taa 


gaaaagtacg 


OCCt-CSSLCSOCC 

^3 r3 7n ~i 


caaccaataa 

^3 ^* 73 ^ Z3 z3 


540 


gccgactacc 


gggccctgac 


caaaaacaaa 

^ 3 3 3 3 ^ 3 *-* 3 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


3 3 3 3 ^ J *-* 


cggcgaggaa 


act tctaaaq 


aaataaaaaa 


gcctggaagc 


cctcctcaag 


660 


aacctooacc 

^•4 Vnr V** W t#* V,^ 


ggctgaagcc 


caccat ccaa 


aaaaaaatcc 


W ^-i* \^ W4 


aaacaatcta 


720 


aaact ctcct 


aaaacc taac 

Tj Tj 7|j ^ 73 


caaaatacac 


accaacctac 


" ^ ^ 3 3 3 3 ^ 


aaac t t cacc 
y y t**^ ^ ^y ^ ^ 


780 


aaaaacicaaa 

3 ^333 


^ \^ ^3 3 


aaaaaaoc 1 1 

3 3 "3 "3 3 ^ ^ ^ 


aaaacct ttc 
"■333 ^ ^ ^ ^ ^ 


^3 3^3 "33^ u. 


u.yciy «— ^yy^ 


840 


agcctcctcc 


acgagttcgg 


cct tctggaa 


agccccaagg 


ccc taaaaaa 


Z3 Z3 ^3 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gc aaggagc c 


catgtgggcc 


960 


gatct tctgg 


ccctggccgc 


caccaaaaac 

^3 ^^^^SS 33^ 


aaccacatac 


accgggcagc 


agacccct tg 


1020 


acaoaactaa 


aggacctcaa 


aaaaatccaa 


aacctcct ca 


ccaaaaacct 


caccatct ta 


1080 


acctccraaocr 


aggggctaga 


cctcataccc 


aaaaacaacc 


ccatac t cc t 

^rf* \^ ^rf* ^ v** 


cacctacctc 


1140 


ctcrcraccct t 




ccccoaaaaa 


ataacacaac 
3 '-33^3^33*- 


apt ^cdocicici 


y y ^y ^^yy ^^y 


1200 


gaggacgccg 


cccaccaaqc 


cctcctctcq 


aaaaaactcc 


at caaaacct 


cc t taaacac 


1260 


c t caaaciaQCf 

^ ^v^3«-*333^3 


aggagaagct 


cctttggctc 


taccacgagg 


taaaaaaacc 


\^ \^ 


1320 


gtcctggccc 


atatggaggc 


caccggggta 


cqqCQQaaCQ 

^33^3 33'-*^3 


tggcctacct 


tcaggccctt 


1380 


tccctqqaac 


ttqcaqaqaa 

^3*-*33<-*33*-* 


gatccgccgc 


ctcgaggagg 


sggtct t ccg 


c t taacaaac 
*-yy ^yyy ^ 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctaaaaaaaa 


tgctctt tga 


cgagc 1 1 agg 


1500 


cttcccgcct 


tgaagaagac 


gaagaagaca 


aacaaacact 


ccaccaacac 


cciccicit.cict.ci 
*-3^33 '-y^ "-y 


1560 


aaaac c c t a c 


^3 73 ^3 


ccccat cata 


aaaaaaatcc 


t ccaacacca 


cicia.cictca.cc 


1620 


aagctcaaga 


acacctacgt 


ggaccccctc 


ccaagcctcg 


tccacccgag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggga 


ggcttagtag 


ctccgacccc 


1740 


aacctgcaga 


acatccccgt 


ccgcaccccc 


ttgggccaga 


ggatccgccg 


ggccttcgtg 


1800 


gccgaggcgg 


gttgggcgtt 


ggtggccctg 


gactatagcc 


agatagagct 


ccgcgtcctc 


1860 
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gcccacctct ccggggacga aaacctgatc agggtcttcc aggaggggaa ggacatccac 1920 
acccagaccg caagctggat gttcggcgtc cccccggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agacggtgaa cttcggcgtc ctctacggca tgtccgccca taggctctcc 2 040 
caggagcttg ccatccccta cgaggaggcg gtggccttta tagagcgcta cttccaaagc 2100 
ttccccaagg tgcgggcctg gatagaaaag' accctggagg aggggaggaa gcggggctac 2160 
gtggaaaccc tcttcggaag aaggcgctac gtgcccgacc tcaacgcccg ggtgaagagc 2220 
gtcagggagg ccgcggagcg catggccttc aacatgcccg tccagggeac cgccgccgac 2280 
ctcatgaagc tcgccatggt gaagctcttc ccccgcctcc gggagatggg ggcccgcatg 2340 
ctcctccagg tegccaacga gctcctcctg gaggcccccc aagcgcgggc cgaggaggtg 2400 
gcggctttgg ccaaggaggc catggagaag gcctatcccc tcgccgtgcc cctggaggtg 2460 
gaggtgggga tgggggagga ctggctttcc gccaagggtc accaccacca ccaccac 2517 
<210> 496 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 496 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 , 30 

Gly 'Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 

.35 40 '45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 . 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 . 140 
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Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val, Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 



Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 



- 629 - 



His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
' 500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 
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I 
I 



Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 

<210> 497 

<211> 2526 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



<400> 497 
atcraattcca 


ccccactttt 


tgacctggag 


gaacccccca 


a cj p a a a t" cf r* t" 


t" r* t" aot" oa^ c 


60 


^gccaccacc 


taacctacco 

w x** W 


caccttctat 


gccctgagcc 


t caccacptr* 

^ \^ d \m0f V-^ 


c c Qocicicici a d 

^ y y y y y y y 


120 




tacrtctacaa 

^ ^ ^ Zj Z3 


cttcgcccgg 


agcctcctca 


a oarT' t" t" aa a 


crcr a cr a a r" crcr a 


180 


caaacQQtQO 


tcatcrot c 1 1 


tgacgccgag gccccctcct 


tic CO ClC3.ClCtS. 

W \^ C* 


cracct acaacf 

3 ^ ^ ^ ^ ^ ^ 3 


240 


gcctacaagg 


caaaccaaoc 


ccccaccccg gaggacttcc 


ccccrccacjct 


cacc t tcicjt c 

^3 ^ ^ 3 3 


300 


aaQCQcjctQa 


tggaccttct 


gggcctggtc 


cgcctcgagg 


ccccacrcrata 


Gaacraccraac 

v> ZD ZJ ZD Zj ZD 


360 


gacgtcctgg 


Qcaccctaoc 


caagaaggcc 


gaaagggagg 




crcacat cc t c 

Vw ^ ^ ^ w 


420 


acgggagac c 


gggacttct t 


ccagctcctc 


tccgagaagg 


tctcggtcct 


cc taccaaac 


480 


QQQaC C C t QQ 


tcaccccaaa 


ggacgtccag 


gagaagtacg 


aaataccccc 

Z3 zD ZD ZD 


acr aa c cr c t era 
yy ^y ^y ^ *-yy 


540 


gtggacttcc 


gcgccctcac 


gggggaccgc 


tcggacaaca 


tccccggggt 


ggcggggata 


600 


ggggagaaga 


ccgcccttcg 


actcctcgca 


gagtggggga 


gcgtggaaaa 


cctcctgaag 


660 


aacctggacc 


gggtaaagcc 


ggactcgctc 


cggcgcaaga 


tagaggcgca 


cctcgaggac 


720 


ctccacctct 


ccttagacct 


ggcccgcatc 


cgcaccgacc 


tccccctgga 


ggtggacttt 


780 


aaggccctgc 


gccgcaggac 


ccccgacctg 


gagggcctga 


gggccttttt 


ggaggagctg 


840 


gagttcggaa 


gcctcctcca 


cgagttcggc 


ctcctgggag 


gggagaagcc 


ccgggaggag 


900 


gccccctggc 


ccccgcccga 


aggggccttc 


gtgggcttcc 


tcctttcccg 


caaggagccc 


960 


atgtgggcgg 


agcttctggc 


cctggcggcg 


gcctcgggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 
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ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


qqcqqqacgt 


ggcctacctt 


1380 


caaoccct tt 


ccc taaacrct 

^ 


*-* 3 3 y-*3 3 =j 


atccgccgcc 


t CQaQQaQQa 


ggtcttccgc 


1440 




acccc ttcaa 

^tf* ^^ii v.!* ^ C4 itA 


cctcaactcc 


cgggaccagc 


tQQaaaQQQt 


gctctttgac 


1500 


gage 1 1 aggc 


ttcccgcct t 


gaagaagacg 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1560 




aaaccct aca 

W* W ^ Vii' 


ggaggCCCaC 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


t ccacacccg 


ct tcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


t" ccaacccca 


acctacaaaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


orT't" t" r'at' acr 

z3 ^ ^ ^ 3 Z3 3 




t taaacQt to 


ataaccctaci 

ZD ZD ZD ^""^ Z^ ZD 


actat agcca 


gatagagctc 


1860 


r'crr'at' cpt" per 


pppAppt~pt'P 


poaaaacoaa 


aacctgat ca 


gggtcttCCa 


cTQacfaQQaaci 


1920 


craca t ccaca 

C4 ^ ^4 


\^ ' Z3 


aagctggatg 


1 1 cggcg t c c 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


QacQcrtaaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


acrcrc t c t c c c 


aoaaac tt ac 

Z3 Z3 Z3 Z3 


catcccctac 




tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


qqqqaqqaag 


2160 


r*acrcrcf r* t~ a per 


t ciaaaacpc t 


cttcggaaga 


aggcgctacg 


tacccaacct 


caacgcccgg 


2220 


cftcjaaaacica 

3 ^ 3 ^ 3 3 3 


tcaaaaaaac 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 






cgccatggtg aagctcttcc 


ccccscct-ccci 

\^ Vrf ZD Z^ 


oaacratcraQcr 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggtca 


ccaccaccac 


2520 


caccac 












2526 



<210> 498 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 498 

Met Asn Ser Thr Pro Leu Phe Asp Leu Glu Glu Pro Pro Lys Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Tyr Ala Leu 
20 25 30 
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Ser Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Met Val Tyr Gly Phe 
35 40 45 

Ala Arg Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Gin Ala Val Val 
50 55 60 

Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Glu 
65 70 75 . 80 

Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu , Val Lys Arg Leu Val Asp Leu Leu Gly Leu Val Arg Leu 
100 105 110 

Glu Ala Pro Gly Tyr Glu Ala Asp Asp Val Leu Gly Thr Leu Ala Lys 
115 120 125 

Lys Ala Glu Arg Glu Gly Met Glu Val Arg lie Leu Thr Gly Asp Arg 
130 135 140 

Asp Phe Phe Gin Leu Leu Ser Glu Lys Val Ser Val Leu Leu Pro Asp 
145 150 155 160 

Gly Thr Leu Val Thr Pro Lys Asp Val Gin Glu Lys Tyr Gly Val Pro 
165 170 175 

Pro Glu Arg Trp Val Asp Phe Arg Ala Leu Thr Gly Asp Arg Ser Asp 
180 185 190 

Asn lie Pro Gly Val Ala Gly lie Gly ^.Glu Lys Thr Ala Leu Arg Leu 
195 200 ' 205 

Leu Ala Glu Trp Gly Ser Val Glu Asn Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Val Lys Pro Asp Ser Leu Arg Arg Lys lie Glu Ala His Leu Glu Asp. 
225 23,0 235 240 

Leu His Leu Ser Leu Asp Leu Ala Arg lie Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp Phe Lys Ala Leu Arg Arg Arg Thr Pro Asp Leu Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Glu Leu Glu Phe Gly Ser Leu Leu His Glu 
275 . 280 285 

Phe Gly Leu Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu Ser Arg Lys Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Leu Ala Leu Ala Ala Ala Ser Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 ' 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 
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Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 * 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 . 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leii Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 . 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 
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Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 499 

<211> 2514 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 499 

atgaattccc tgcccctctt tgagcccaag ggccgggtgc ttctggtgga cggccaccac 60 

ctggcctacc gtaccttttt tgccctgaag ggcctcacca ccagccgcgg ggagccggtc 120 

caggcggtgt acgggtttgc caagagcctt ttgaaggcgc taagggaaga cggggatgtg 180 

gtgatcgtgg tctttgacgc cgaggccccc tccttccgcc accagaccta cgaggcctac 240 

aaggcggggc gggctcccac ccccgaggac tttccccggc agcttgccct tatcaaggag 300 

atggtggacc ttttgggcct ggagcgcctc gaggtgccgg gctttgaagc ggatgacgtc 360 

ctggctaccc tggccaagaa ggcggaaaag gaaggctacg aagtgcgcat cctcaccgcg 420 

gaccgggacc tttaccagct tctttcggag cgaatctcca tccttcaccc ggagggttac 480 

ctgatcaccc cggagtggct ttgggagaag tatgggctta agccttccca gtgggtggac 540 

taccgggcct tggccgggga cccttccgac aacatccccg gcgtgaaggg catcggggag 600 

aagacggcgg ccaagctgat ccgggagtgg ggaagcctgg aaaaccttct taagcacctg 660 
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qaacacTQtcia 

^^pi* V 


aacctgcctc 


cqtqcqqqaq 

^3^3 '^333'-*3 


aagatcctta 


gccacatgga 


ggacctcaag 


720 


ctatccctgg 


agctatcccg 


qqtqcacacq 


gacttgctcc 


ttcaqqtqqa 


cttcgcccgg 


780 


cgccgggagc 


cqqaccqqqa 


qqqqcttaaq 


gcctttttgg 


aqaqqctqqa 


qttcqqaaqc 


840 


ctcctccacg 


aqttcqqcct 


gttggaaagc 


ccqqtqqcqq 

*"'^33*'33^33 


cqqaqqaaqc 


tccctggccg 


900 


ccccccgagg 


gagccttcgt 


ggggtacgt t 


ct ttcccgcc 


ccgagcccat 


3 ^333^33*^3 


960 


cttaacgcct 


tqqccqccqc 


c t qqqqcqqc 
>- ^3333 ^33 


cgcgtgcacc 


qqqcaqcaqa 


ccccttggcg 


1020 


QQQctaaaQQ 


acctcaagga 


qqtccqqqqc 


ctcctcgcca 


aggacctcgc 


catcttaacc 


1080 




ggctagacct 


cgtgcccggg 


gacgacccca 


tgctcctcgc 


ctacct cc to 


1140 


gacccttcga 


acaccacccc 


cqaqqqqqtq 

^3*-*33333 ^3 


gcgcggcgct 


a c qoaaaqq a 
3 33 333 3^ 


qtqqacoaao 


1200 


gacgccgccc 


accgggccct 


cctctcggag 


aggctccatc 


ggaacctcct 


taagcgcctc 


1260 




agaagctcct 


t tggctctac 


cacgaggtgg 


aaaagcccct 


ctcccoocitc 


1320 


ctggcccata 


tggaggccac 


cqqqqtacqq 

^3333 ^'-*^33 


cqqqacqtqq 

^333'-*-^3 '-33 


cctaccttca 


ooccctttcc 

~] Vpi* Vpi* V-* ^ ^ 


1380 


ctqqaqcttq 


cggaggagat 


CCCSClCQCCt.C 


3*-*33^3 3*^33 


tcttcccjct t 

^ ^— ^ \^ ^ 'fc-f L«i \^ 


y y 33 3 w 


1440 


cccttcaacc 


tcaactcccg 


ggaccagctg 


qaaaqqqtqc 

3'-**^"333 ^3^ 


tct ttgacga 


gcttaggctt 


1500 


cccgccttga 


agaagacgaa 


gaagacaggc 


aagcgctcca 


ccagcgccgc 


(-y*- '-3 3*='^3 


1560 


Qccctacqqq 


aggcccaccc 


catcgtggag 


aagatcctcc 


agcaccggga 


gctcaccaag 


1620 


Gtcaagaaca 


cctacgtgga 


ccccctccca 


agcctcgtcc 


acccgaggac 


gggCCgCCtC 


1680 


cacacccgct 


tcaaccagac 


ggccacggcc 


acqqqqaqqc 
« ^ 3 3 3 3 »-* 3 3 V,- 


t tagtagctc 


cgaccccaac 


1740 


ctgcagaaca 


tccccgtccg 


cacccccttg 


aqccaaaqqa 


t c cctc caQcrc 


ctt cataacc 


1800 


qaqqcqqqtt 


qqqcqttqqt 

333^3*-*-33*- 


ggccctggac 


tatagccaga 


t aaacrctcccj 


catcct cacc 


I860 


cacctctccg 


gggacgaaaa 


cctgatcagg 


gtcttccagg 


aqqqqaaqqa 

**3333^^33^ 


catccacacc 


1920 


cagaccgcaa 


gctggatgtt 


cggcgtcccc 


ccggaggccg 


tggaccccct 


qatqcqccqq 


1980 


qcqqccaaqa 


cggtgaactt 


cggcgtcctc 


tacggcatgt 


ccgcccatag 


gctctcccag 


2040 


gagcttgcca 


tcccctacga 


qqaqqcqqtq 


gcctttatag 


agcgctactt 


ccaaagcttc 


2100 


cccaaggtgc 


qqqcctqqat 

333^^ '-33'-**-' 


agaaaagacc 


ctggaggagg ggaggaagcg 


qqqctacafca 
yyy^*-w.^y v^y 


2160 


gaaaccctct 


t cggaagaag 


gcgctacgtg 


cccgacctca 


acgcccgggt 


aaaaaaca t c 


2220 


aqqqaqqccq 


cggagcgcat 


ggccttcaac 


atgcccgtcc 


agggcaccgc 


caccaacctc 


2280 


atgaagctcg 


ccatggtgaa 


gctcttcccc 


cgcctccggg 


agatgggggc 


ccgcatgctc 


2340 


ctccaggtcg 


ccaacgagct 


cctcctggag 


gccccccaag 


cgcgggccga 


ggaggtggcg 


2400 


gctttggcca 


aggaggccat 


ggagaaggcc 


tatcccctcg 


ccgtgcccct 


ggaggtggag 


2460 


gtggggatgg gggaggactg 


gctttccgcc 


aagggtcacc 


accaccacca 


ccac 


2514 



- 636 - 



<Z X\J> 


D u u 


<^ 11 > 


0*3 0 


v. ^ J. Z ^ 




<Z 1 J > 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


500 


Met Asn Ser Leu Pro Leu Phe 


1 


5 



10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys GIV Leu 
20 25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie Val Val 
50 55 60 

Phe Asp Ala Glu Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu lie Lys Glu Met Val Asp Leu Leu Gly Leu Glu Arg Leu Glu Val 
100 105 110 

Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Arg Asp Leu 
130 135 140 

Tyr Gin Leu Leu Ser Glu Arg lie Ser lie Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly Leu Lys Pro Ser 
165 170 175 

Gin Trp Val Asp Tyr Arg Ala Leu Ala Gly Asp Pro Ser Asp Asn lie 
180 185 190 

Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Ala Lys Leu lie Arg 
195 200 205 

Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys His Leu Glu Gin Val Lys 
210 215 220 

Pro Ala Ser Val Arg Glu Lys lie Leu Ser His Met Glu Asp Leu Lys 
225 230 235 240 

Leu Ser Leu Glu Leu Ser Arg Val His Thr Asp Leu Leu Leu Gin Val 
245 250 255 
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Asp Phe Ala Arg Arg Arg Glu Pro Asp Arg Glu Gly Leu Lys Ala Phe 
260 265 • 270 

Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu 
275 280 285 

Glu Ser Pro Val Ala Ala Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly 
290 295 300 

Ala Phe Val Gly Tyr Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu 
305 310 315 320 

Leu Asn Ala Leu Ala Ala Ala Trp Gly Gly Arg Val His Arg Ala Ala 
325 330 335 

Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu Leu 
340 345 350 

Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glii Gly Leu Asp Leu Val 
355 360 365 

Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn 
370 375 380 

Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu 
385 390 395 400 

Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn Leu 
405 410 415 

Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His Glu 
420 425 430 

Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr Gly 
435 440 445 

Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu Ala 
450 455 460 

Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly His 
465 470 . 475 ^ 480 

Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp 
485 490 495 

Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys Arg 
500 505 510 

Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro lie 
515 520 525 

Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn Thr 
530 535 540 

Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg Leu 
545 550 555 560 

His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser 
565 570 575 

Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin 
580 585 590 
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Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val Ala 
595 600 605 

Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser Gly 
610 615 620 

Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His Thr 
625 630 635 640 " 

Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp Pro 
645 650 ' 655 

Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr Gly 
660 665 670 

Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu Glu 
675 680 685 

Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg 
690 695 700 

Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr Val 
705 710 715 720 

Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala Arg 
725 730 735 

Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro 
740 ■ 745 750 

Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu 
755 760 765 

Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val Ala 
770 775 780 

Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val Ala 
785 790 795 . 800 

Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val Pro 
805 810 815 

Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys Gly 

825 830 





820 


His His His His His His 
835 


<210> 


501 


<211> 


2517 


<212> 


DNA* 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 
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<400> 501 
atgaattcgg 


ggatgctgcc 


octet ttgag 


cccaagggcc 


aaatcct cct 


aataaacaac 

yy uyycxv^yy 


60 


cacca.cc t era 


cct.a.ccoca.c 

\mi' W W4 W V— ' 


ct tccacocc 


ctaaaaaacc 


t caccaccaa 


dddCldClCld7\d 

^'-yyyyyycty 


120 


cccratcrcaaa 


cggtctacgg 


ct t cQccaaa 


aacctcctca 


aaaccc t caa 


aaaaaacaaa 
yy c*yy»^yyy 


180 


QacoccjQtcra 


t cgtggtctt 


taacaccaaa 


accccct cct 


t ccaccacaa 


dddd\L^dddd 
^ ^ »^ y y y 


240 


QQQtacaaaa 


CaCTQC CQQQC 

^y y y ^*^yyy ^ 


ccccacgccg 


aaaaactttc 


cccaacaact 

V-f V_i W*. V#A W 


ddddd\Ld^\Ld 

\^ V-p" C^ CA \^ \^ 


300 


aaggagctgg 


tggaCCtCCt 


ggggttcacg 


cacctcaaaa 


t cccaaact a 


caaaacaaac 

Zj ZD ZD ZD ZD 


360 


gacgtcctgg 


ccaocctaac 


caaaaacrcTCQ 


aaaaaaaaaa 

ZD TP ZD ZD ZD 


actacaaaat 


ccacatcctc 


420 




aaaacct t ta 


ccaact pci" t 

w w ^— * w V—- Vw- O 


tpcaancapa 


t ccacat cct 


ccaccccaaa 


480 


ciacrt acc t ca 


t caccccaac 

W Vrf ^ V Vrf V-^ ^ 




aaaaaat aoa 


acc taaaacc 
y ^ ^ y ^y y ^ ^ 


^y \^ ^y *^y y 


540 


accaac tacc 

^■j X*' W W*. x^f ^ W% S-* V— ^ 




3 3 " y y 


t ppaacaapr* 
\r ^y V w v-* 


1 1 cccaaaat 
u-i-^^^yyyyL* 


de^e^ddddT^Y c 


600 


aacToacraaaa 
y y y y y y 


caacaaaaaa 


act tctaaaa 


aaa t aaaaaa 

yay uyyyyycL 


ddCL^" dd^^dd 
y ^ y y Q.y \-» 


CC tcctcaaa 


660 


aacctggacc 


aoc taaaacc 


caeca tccaa 


aaaaaaat CC 

Zj ZD ZD ' 


taac ccacat 

\^ V,^ CA *w CA. ^ 


aaacaatc ta 


720 


aagctctcct 


aaaacc taac 
yyy *-yy ^ 


caaaatacac 


accaac ctac 


ccctaaaaat 


dd^d\L\Ldddd 


780 


aaaaacrcaaa 


aacccaacccr 


aaaaaaap 1 1 


^QdClC'C^Y 1 1 P 
CT.y y y w ^ ^ ^ ^ ^ 


taaaaaaact 

wyyciynyy 


t aaat t taac 
^y^y ^ *^ ^yy^ 


840 


aac c t c c t c c 


accracrt t ccia 


cct" tctaaaa 


aac cr*r*a aaa 


ddd\r Qde^dde^ 
\^\^\^ wyya.yy a 


aaccccct aa 


900 


ccccccrccacj 


aa acrcici c c fc t 


cataaact 1 1 


atactt t CCC 


ac a a aaa acc 

y ^ wciy y a.y ^ \^ 


ca t at aaacc 


960 


aat ct tctaa 


ccc taaccac 


\^ 7n z3 Z3 Z^ 


yy^^y>^y^y^ 


a n c cracf n aa c 
'^y y y ^ ^y ^ 


^d^d ddd\L\i.d 


1020 


acaaaac taa 


aaciacc t caa 


y y ciy y u *-,y y 


dddci\' cic*\' ca 
y y ^ ^ " y 


ccaaaaacc t 


Crrr^z-'Clt Ct t a 


1080 


crc c t ccf acjQQ 


aggggctaga 


cctcgtgccc 


aaaaacaac c 

ZD ZD Z^ ZD ^d 


ccatactcc t 


cacctacc tc 


1140 


ctaaaccctt 


caaacaccac 


ZD Z3 ZD 


ataacacaac 
y v-yy v^y v^yy^- 


actacaaaaa 

y^^uct^yyyyy 


aaaataaaca 

yyciy ^yy c*wy 


1200 


aaaaacacca 


cccaccaaac 


cctcctctca 


aaaaaact cc 

y t*y y ^ ^ x»» 


^\Lddd^^dd^ 


ccttaaacac 


1260 


c t caacfcraacr 
^ "-^-y ciyyyyy 


aaaaaaaact 


cc tt taac tc 


^^dCL^CLd^dd 
V* a v^y ^y y 


taaaaaaacc 
^y y ^ciciciy w 


dd\Ld^ddddd 


1320 


gtcctggccc 


atatggaggc 


caccaoaata 

v ZD Z3 ZD zJ 


caacaaaaca 
^yy ^yyycii-y 


taacct acc t 


tcaaaccc tt 


13 80 


tccctggagc 


ttacaaaaQa 


gatccgccgc 


ctcaaaaaaa 


aaatc t t cca 

ZD ZD ^ ^ 


cttaacaaac 
^ ^ *-yy^yyy*- 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tactct ttaa 


caaact taaa 

Vi*y c*y ^ c^y y 


1500 


cttccccrcct 

^— ' w ^rff ^-j w 


toaaaaaoac 


aaaaaaaaca 


aacaaacac t 

ZD ZD ^^^^^^ ZD ZD 


ccaccaacac 


ddddd\Ldd\Ld 
^y ^y y ^y *-y 


1560 


gaggccctac 


gggaggccca 


ccccatcgtg 


aaaaaaat cc 


t ccaacacca 


aaaactcacc 

ZD ZD ZD ^— * CA w ^ 


1620 


aagctcaaga 


acacctacgt 


ggaccccctc 


ccaagcctcg 


tccacccgag 


gacgggccgc 


1680 


cuccacaccc 


yc t ccaacca 


gacggccacg 


gccacgggga 


ggc u cagtag 


c cccgacccc 


1 HA C\ 

± /4U 


aacctgcaga 


acatccccgt 


ccgcaccccc 


ttgggccaga 


ggatccgccg 


ggccttcgtg 


1800 


gccgaggcgg 


gttgggcgtt 


ggtggccctg 


gactatagcc 
- 640 - 


agatagagct 


ccgcgtcctc 


1860 



gcccacctct ccggggacga aaacctgatc agggtcttcc aggaggggaa ggacatccac 1920 
acccagaccg caagctggat gttcggcgtc cccccggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agacggtgaa cttcggcgtc ctctacggca tgtccgccca taggctctcc 2040 
caggagcttg ccatccccta cgaggaggcg gtggccttta tagagcgcta cttccaaagc 2100 
ttccccaagg tgcgggcctg gatagaaaag accctggagg aggggaggaa gcggggctac 2160 
gtggaaaccc tcttcggaag aaggcgctac gtgcccgacc tcaacgcccg ggtgaagagc 2220 
gtcagggagg ccgcggagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 
ctcatgaagc tcgccatggt gaagctcttc ccccgcctcc gggagatggg ggcccgcatg 2340 
ctcctccagg tcgccaacga gctcctcctg gaggcccccc aagcgcgggc cgaggaggtg 2400 
gcggctttgg ccaaggaggc catggagaag gcctatcccc tcgccgtgcc cctggaggtg 2460 
gaggtgggga tgggggagga ctggctttcc gccaagggtc accaccacca ccaccac 2517 
<210> 502 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 502 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 

20 25 30 ' \ , 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 . 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 
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Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 

275 280. ' 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 
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His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg GlU Leu Thr Lys Leu Lys Asn 
530 ' 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 . 590 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 

610 ^ ; 615 62 0 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His 
625 630 635 640 

Thr Gin Thr Ala Ser^ Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 - 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 ^ 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 ^ 680 685 

Glu Ala Val Ala Phe He Glu Arg Tyr , Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val 'Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 
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Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 

<210> 503 

<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 503 

atcgtggtct ttgacgccga ggccccctcc ttcc 
<210> 504 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 504 

ggaaggaggg ggcctcggcg tcaaagacca cgat 
<210> 505 
<211> 2520 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 505 

atgaattcgg aggcgatgct gcccctcttt gagcccaagg gccgggtcct cctggtggac 
ggccaccacc tggcctaccg caccttccac gccctgaagg gcctcaccac cagccggggg 
gagccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct caaggaggac 
9999^cgcgg tgatcgtggt ctttgacgcc gaggccccct ccttccgcca cgaggcctac 
ggggggtaca aggcgggccg ggcccccacg ccggaggact ttccccggca actcgccctc 
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tggtggacct 


cct gggg 1 1 c 


acgcgcctcg 


aoatcccQQa 

*-*3 3 ^^3y 3 


ctacQaaacQ 

W W- Va- ^ ^^3 3 ^3 


360 


gacgacgtcc 


tggccagcct 


ggccaagaag 


QCQQaaaaQQ 


agggctacga 


ggtccgeatc 


420 


etcacccTCGCi 

^ W V-* 


acaaaaacG t 


ttaccaactc 


ctttccgacc 


gcatccacgt 


cctccacccc 


480 


cracraacrta.cc 


t cat cacccc 


aacctaact t 


tgggaaaagt 


acggcctgag 


gcccgaceag 


540 


taaaccaact 


cLdCCscicsciccit: 

»— 3 3 w V.;* v.^ 


aaccaaaaac 


aaatccaaca 


acct t cccaa 

Vn" V-^ Vp* ^ %iP* V-" 


aatc aaaaac 


600 


at cgcfcfgaga 


agacggcgag 


gaagc t t ctg 


aaaaaatQQCT 


ggagcctgga 


agccctcctc 


660 


aacfaacctgg 


acGggc tgaa 


gcccgccat c 


cgggagaaga 


t c c t ggc oca 


catggacgat 


720 


ctgaagctct 


cctgggacc t 


ggccaaggtg 


cgcaccgacc 


tgcccctgga 


ggtggacttc 


780 


gccaaaaggc 


gggagcccga 


c CQfCfcracracrQ 


c 1 1 agggc c t 


t tctggagag 


gcttgagttt 


840 


CSCSC13.0CCl\lCC 


t ccacgagt t 


cggcc t t ctg 


■ gaaagccGca 


aggccctgga 


ggaggccccc 


900 


t era crTTT' cr r* 


\mr y ^ n C* ^ ^ ^ 


\.r \^ w ~3 *-* y y y ^ 


tttatacttt 


cccacaaaaa 


aGccatataa 


960 


■ acca;^ t r*t t r* 

^ V-* ^ d ^ 


t aaf**cct aac 


^y ^^y ^ ^ci^ ^ 


aacaaGGaca 
yy^yy ^^y ^y 


t aGaGGcraac 
'^y v* 3 y y 


aac aaacc cc 


1020 




t aaaaaacct 


caaaaaaat c 


GaaaaGct cG 

Z3 ZD Z3 Z3 


t cacGaaaaa 

^ Vb" v,*' ^* z3 Z3 


cct cgccgtc 


1080 


ttaacc t caa 


aaaaaaaac t 
yyy»yyyy ^ 


aaacc t cata 


cGcacraaaca 
^ ^^y y y y *^^y 


accccatgct 


cctcgcctac 


1140 


ct Gc taaacG 


c t tcaaaGac 

V-** ^ W W*. W*. V-pi- 


cacccc caaa 


yyyy *^yy *-y 


aacac t acaa 
yy^y^^yy 


aaaaaaataa 
yyyyy ^y '-yy 


1200 


acaaaaaaca 


CCOCCCSlCCCI 

Sm^ >^ ^ ^-j 


aaccct cct c 


tcoaaaaaac 
»-'^yy«-yc*yy^ 


tccatcggaa 


cctccttaag 


1260 


cacctcaaaa 


aaaaaaaaaa 


actcct t taa 


ctctaGcaca 


aaataaaaaa 


gcccctctcc 


. 1320 




c c c a 1 3 1~ acr A 


crcr c c ;^ cc aaa 
yy^^o.v-'V^yyy 


at acaacaaa 
y i-ctuyy^-yyy 




GcttcaaacG 


1380 


C 1 1" t C C G t CTCf 


ciywL- ^y^yyci 


y y ^y ci c v-- w 


Gacct caaaa 
^y coy dyy 


arrrracrcrt Gt t 
^ y y 


CCddtLtLdCJCCI 

y ^ V ^ y ^3 V* y 


1440 


ggccacccct 


tcaacctcaa 


ctcccgggac 


cagctggaaa 


gggtgctct t 


tgacgagctt' 


1500 


aggc t t cccg 


cct tgaagaa 


gacgaagaag 


acaggcaagc 


gctccaccag 


cgccgcggtg 


15i60 


ctggaggccc 


taCQQQaQQC 


ccaccccatc 


QtaqaQaaQa 


tcctccagca 


ccQQQaactc 


1620 


accaagct ca 


agaacacct a 


cgtggacccc 


ctcccaagcc 


tcgtccaccc 


aaaaacaaac 


1680 


GCTGct Gcaca 


CGcact t caa 


ccagacggcc 


acggccacgg 


aaaaac 1 1 aa 

y3'-*y3^ ^ ^*-*3 


tagctccgac 


1740 


GccaacG tac 


aaaacat Gcc 


CCStLClCOC3.ClC 

\^ ^ Vp"* \^ v-f Vp^ 


ccctt aaacc 

v.* v** ^ ^ ^3 


aga.gga.tc eg 


ccgggccttc 


1800 


ataacGoaaa 
y '-yy^^'-y »-yy 


caaa 1 1 aaac 
^yyy ^yyy 


attaataacc 


ctggactat a 


gccagataga 


gctccgcgtc 


1860 


ct cgcccacc 


t ct ccgggga 


cgaaaacctg 


atcagggtct 


tccaaaaoaa 

^ ^ ^y 3 '^y 3 3 


gaaggacat c 


1920 


cacacccaga 


ccgcaagctg 


gatgttcggc 


gtccccccgg 


aggccgtgga 


ccccctgatg 


1980 


cgccgggcgg 


ccaagacggt 


gaacttcggc 


gtcctctacg 


gcatgtccgc 


ccataggctc 


2040 


tcccaggagc ■ 


ttgccatccc 


ctacgaggag 


gcggtggcct 


ttatagagcg 


ctacttccaa 


2100 


agcttcccca 


^99tgcgggc 


ctggatagaa 


aagaccctgg 


aggaggggag 


gaagcggggc 


2160 
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tacgtggaaa ccctcttcgg aagaaggcgc tacgtgcccg acctcaacgc ccgggtgaag 2220 
agcgtcaggg aggccgcgga gcgcatggcc ttcaacatgc ccgtccaggg caccgccgcc 2280 
gacctcatga agctcgccat ggtgaagctc ttcccccgcc tccgggagat gggggcccgc 2340 
atgctcctcc aggtcgccaa cgagctcctc ctggaggccc cccaagcgcg ggccgaggag 2400 
gtggcggctt tggccaagga ggccatggag aaggcctatc ccctcgccgt gcccctggag 2460 
gtggaggtgg ggatggggga ggactggctt tccgccaagg gtcaccacca ccaccaccac 2520 
<210> 506 
<211> 840 
<212> PRT 

<213> ' Artificial Sequence 
<220> 

<223> Synthetic 
<400> 506 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
1 5 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val 
50 55 60 / 

lie Val Val Phe 'Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr 
65 ' 70 75 80 

Gly Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg 
85 90 95 

Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg 
100 105 110 

Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala 
115 120 125 

Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp 
130 135 140 

Lys Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro 
145 150 155 160 

Glu Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu 
165 170 175 

Arg Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser 
180 185 190 
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Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys 
195 200 • 205 

Leu Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp 
210 215 220 

Arg Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp 
225 230 235 240 

Leu Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg 
260 265 270 

Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly 
275 280 285 

Leu Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro 
290 295 300 

Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp 
305 310 315 320 

Ala Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg 
325 330 335 

Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly 
340 345 350 

Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp 
355 360 365 

Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro 
370 375 380 

Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp 
385 390 395^ 400 

Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg 
405 410 415 

Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr 
420 425 430 

His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
435 440 445 

Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu 
450 455 460 

Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala 
465 470 475 480 

Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 495 

Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly 
500 505 510 

Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His 
515 520 525 
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Pro lie 
530 

Asn Thr 
545 

Arg Leu 

Ser Ser 

Gly Gin 

Val Ala 
610 

Ser Gly 
625 

His Thr 

Asp Pro 

Tyr Gly 

Glu Glu 
690 

Val Arg 
705 

Tyr Val 

Ala Arg 

Met Pro 

Lys Leu 
770 

Val Ala 
785 

Val Ala 
Val Pro 
Lys Gly 



Val Glu Lys He 
Tyr Val 
His Thr 



Leu Gin 
535 



His Arg 



Asp Pro 
550 



Leu Pro Ser Leu 



Glu Leu 
540 

Val His- 
555 



Thr Lys Leu Lys 



Arg Phe 
565 



Ser Asp 
580 

Arg He 
595 

Leu Asp 

Asp Glu 

Gin Thr 

Leu Met 
660 

Met Ser 
675 

Ala Val 

Ala Trp 

Glu Thr 

Val Lys 
740 

Val Gin 
755 

Phe Pro 
Asn Glu 
Ala Leu 



Leu Glu 
820 

His His 
835 



Asn Gin 
Pro Asn Leu Gin 



Thr Ala 
570 



Arg Arg 

Tyr Ser 

Asn Leu 
630 

Ala Ser 
645 

Arg Arg 
Ala His 
Ala Phe 



Ala Phe 
600 

Gin He 
615 

He Arg 
Trp Met 
Ala Ala 



Arg Leu 
680 

He Glu 
695 



Thr Ala 
Pro Val 
Val Ala Glu Ala 



Asn He 
585 



He Glu 
710 



Lys Thr 
Gly Arg 
Ser Val Arg Glu 



Leu Phe 
725 



Gly Thr 

Arg Leu 

Leu Leu 
790 

Ala Lys 
805 

Val Glu 
His His 



Ala Ala 
760 

Arg Glu 
775 

Leu Glu 
Glu Ala 
Val Gly 



His His 
840 



Glu Leu 

Val Phe 

Phe Gly 
650 

Lys Thr 
665 

Ser Gin 

Arg Tyr 

Leu Glu 

Arg Arg 
730 

Ala Ala 
745 

Asp Leu 
Met Gly 
Ala Pro 



Met Glu 
810 

Met Gly 
825 



Arg Val 
620 

Gin Glu 
635 



Pro Arg Thr Gly 
' 560 

Thr Gly Arg Leu 
575 

Arg Thr Pro Leu 
590 

Gly Trp Ala Leu 
605 

Leu Ala His Leu 



Gly Lys Asp He 

640. 



Val Pro Pro Glu Ala Val 
655 



Val Asn 

Glu Leu 

Phe Gin 
700 

Glu Gly 
715 ' 

Tyr Val 

Glu Arg 

Met Lys 

Ala Arg 
780 

Gin Ala 
795 

Lys Ala 
Glu Asp 



Phe Gly Val Leu 
670 

Ala He Pro Tyr 
685 

Ser Phe Pro Lys 



Arg Lys Arg Gly 
720 

Pro Asp Leu Asn 
735 

Met Ala Phe Asn 
750 

Leu Ala Met Val 
765 

Met Leu Leu Gin 



Arg Ala Glu Glu 
800 

Tyr Pro Leu Ala 
815 

Trp Leu Ser Ala 
830 
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<210> 507 

<211> 36 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 507 

cagaccatga attcggaggc gatgctgccc ctcttt .36 

<210> 508 

<211> 36 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 508 

aaagaggggc agcatcgcct ccgaattcat ggtctg 36 

<210> 509 

<211> 2517 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 509 



atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttctttgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccgag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggttcacg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 
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Z3 3 3 3 ^ 3 ■ " 


cqqcqaqqaa 


qcttctaqaq 


qaqtqqqqaa 

3*^3 ^^^^13^^ 


Qcctaqaaac 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


qqacqatctq 


720 


aagctctcct 


qqqacctqqc 

333^^^ ^33 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tqqaqaqqct 


tqaqtttqqc 


840 


agcctcctcc 


acqaqttcqq 
«^3'-*^3»-^^33 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cqtqqqcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgc c aggggc 


ggccgcgtgc 


accgggcagc 


agaccccttg 


1020 


gcggggctaa 


aggacctcaa 


33v*3^ *-^^33 


ggcctcctcg 


ccaaggacct 


cgccgtct tg 


1080 


QCCtccraQcra 


aggggc t aga 


cctcgtgccc 


qqqqacqacc 

3333^^3'^^ V 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


CCCCQaqqQQ 

^^^^3*^3333 


qtqqcqcqqc 


QCtaCQQQQq 
3^ v,-»_*v^33333 


qqacftcrqacQ 

33<^3 '-'33<-*^3 


1200 


CraQQaCQCCQ 

3 «-* 3 3 »-* 3 ^ V- 3 


cccaccgggc 


cctcctctcg 


qaqaqqctcc 

3'-*3>-*'33'^ 


atcggaacct 


ccttaagcgc 


1260 


CtCQaqaqacr 


aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagcG 


cctctcccgg 


1320 


gtcctggccc 


atatggaggc 


c a c c gggg t s 


CqCTCQQCiaCQf 

^3 3 3 


taqcctacct 


tcacjaccctt 


1380 


tccctggagc 


1 1 gcggagga 


gatcGgccgc 


c t cgaggagg 


aaa t c 1 1 c cq 


c 1 1 crcrcaacrc 

^ ^ 73 


1440 


cacccct tea 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tgctctttga 


cgagct tagg 


1500 


cttcccgcct 


tgaagaagac 


gaagaagaca 


ggcaagcgct 


ccaccagcgc 


CQCoatqcta 

3^33»-3^'-'3 


1560 


gaggccctac 


gggaggccca 


ccccatcgtg 


gagaagatcc 


tccagcaccg 


ggagctcacc 


1620 


aagctcaaga 


acacctacgt 


ggaccccctc 


ccaagcctcg 


tccacccgag 


qacqqqccqc 

3"-^^333^^3^ 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggga 


ggcttagtag 


ctccgacccc 


1740 


aacctgcaga 


acatccccgt 


ccgcaccccc 


ttgggccaga 


qqatccQCcq 


ggcctt cgtg 


1800 


3^^3*-*33^33 


Q 1 1 crqcf ccr 1 1 


ggtggccctg 


gactatagcc 


agatagagct 


ccgcgtcctc 


1860 


gcccacctct 


ccggggacga 


aaacctgatc 


aggg t c 1 1 c c 


aQcraqQciQaa 

3 3 *-* 3 3 3 3 


ggacatccac 


1920 


acccagaccg 


caagctggat 


gttcggcgtc 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 

^-3-33 «33 


agacggtgaa 


cttcggcgtc 


ctctacggca 


tgtccgccca 


taggctctcc 


2040 


caQQaacttq 

^i** ^ w» ^ ^ ^P** ^ 


ccatccccta 


cqaqqaqqcq 


gtggccttta 


t agagcgcta 


cttccaaagc 


2100 


ttccccaagg 


tgcgggcctg 


gatagaaaag 


accctggagg 


aggggaggaa 


gcggggctac 


2160 


gtggaaaccc 


tcttcggaag 


aaggcgctac 


gtgcccgacc 


tcaacgcccg 


9gt:gaagagc 


2220 


gtcagggagg 


Gcgcggagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 
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ctcctccagg tcgccaacga gctcctcctg gaggcccccc aagcgcgggc cgaggaggtg 2400 
gcggctttgg ccaaggaggc catggagaag gcctatcccc tcgccgtgcc cctggaggtg 2460 
g^99tgggga tgggggagga ctggctttcc gccaagggtc accaccacca ccaccac 2517 
<210> 510 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 510 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 ' 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys* Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 . 220 
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Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

, Lys Leu Ser Trp Asp . Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro frp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 ; 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 ' 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 ' 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 ' 555 560 
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Leu His Thr Arg Phe Asn 
565 

Ser Ser Asp Pro Asn Leu 
580 

Gin Arg lie Arg Arg Ala 
595 



Ala Leu 
610 

Gly Asp 
625 



Asp Tyr Ser Gin 



Glu Asn Leu lie 
630 



Thr Gin Thr Ala Ser Trp 
645 

Pro Leu Met Arg Arg Ala 
660 

Gly Met Ser Ala His Arg 
675 



Glu Ala 
690 

Arg Ala 
705 

Val Glu 
Arg Val 
Pro Val 



Leu Phe 
770 

Ala Asn 
785 



Val Ala Phe He 



Trp He Glu Lys 
710 

Thr Leu Phe Gly 
725 

Lys Ser Val Arg 
740 

Gin Gly Thr Ala 
755 

Pro Arg Leu Arg 



Glu Leu Leu Leu 
790 



Ala Ala Leu Ala Lys Glu 
805 

Pro Leu Glu Val Glu Val 
820 

Gly His His His His His 
835 



Gin Thr 

Gin Asn 

Phe Val 
600 

He Glu 
615 

Arg Val 

Met Phe 

Ala Lys 

Leu Ser 
680 

Glu Arg 
695 

Thr Leu 

Arg Arg 

Glu Ala 

Ala Asp 
760 

Glu Met 
775 

Glu Ala 
Ala Met 
Gly Met 
His 



Ala Thr 
570 

He Pro 
585 

Ala Glu 



Leu Arg 
Phe Gin 



Gly Val 
650 

Thr Val 
665 

Gin Glu 



Tyr Phe 
Glu Glu 



Arg Tyr 
730 

Ala Glu 
745 

Leu Met 



Gly Ala 
Pro Gin 



Glu Lys 
810 

Gly Glu 
825 



Ala Thr Gly 

Val Arg Thr 

Ala Gly Trp 
605 

Val Leu Ala 
620 

Glu Gly Lys 
635 

Pro Pro Glu 

Asn Phe Gly 

Leu Ala Ile^ 
685 

Gin Ser Phe 
700 

Gly Arg Lys 
715 

Val Pro Asp 

Arg Met Ala 

Lys Leu Ala 
765 

Arg Met Leu 
780 

Ala Arg Ala 
795 

Ala Tyr Pro 
Asp Trp Leu 



Arg Leu Ser 
575 

Pro Leu Gly 
590 

Ala Leu Val 



His Leu Ser 

Asp He His 
640 

Ala Val Asp 
655 

Val Leu Tyr 
670 

Pro Tyr Glu 

Pro Lys Val 

Arg Gly Tyr 
720 

Leu Asn Ala 
735 

Phe Asn Met 
750 

Met Val Lys 
Leu Gin Val 



Glu Glu Val 
800 

Leu Ala Val 
815 

Ser Ala Lys 
830 
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<210> 511 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 511 

gcctaccgca ccttctttgc cctgaagggc etc 33 
<210> 512 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 512 

gaggcccttc agggcaaaga aggtgcggta ggc 33 
<210> 513 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 513 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcag agaggacggg 180 
gacgcggtga tcgtggtctt tgacgccgag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 3 00 
aaggagctgg tggacctcct ggggttcacg cgcctcgagg tcccgggcta cgaggcggac 3 60 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 

- 654 - 






^yy^ydyydd 


r3 ^ ^ ^ ^ ^ 3 


y dy *-yyyyyd 


acctaaaaac 


cctcctcaaa 


660 




y y ^ L.y ddy 


L^y^^dL-^^yy 


Crarra aoa t" 


taacppar'at" 

W y V.^ W »*- 


acrapaatctcr 

y y c* wy c* l- wy 


720 




y y y dk-w i-yy 


^-fddyy cy^y ^ 


d^^y d^^ I— 


p p r* t" acj 3 OCT t" 


rjrrapt" t"paPP 
y y ^ ^ y ^ w 


780 


a. a. <a. d y y t_ y y y 


dy (.^ y d w y 


y y dy dy y v.* c c 


dy y y ^ w u> 


^y w.yy W L> 


t-rraat" t" t" ddC 
\— y ciy w u> y y ^ 


840 


-\ /— » /~« o ■f" /~i /~i f" r* 

dy Vi^C' U C L. 


d^ydy un_yy 


\^\^ L- u-v— L-yydd 


dy \^ ^ v^^ddy y 


^ ^y z3 ^ _d z3 ^ 


cjctpppppI" aa 

y y w ^ v.* WW y y 


900 


r* rrr^ r^ar* r^cicx 
1— ^ t_ y w v-y y 


ddyyyy^^ l. l- 


^y ^yyy^^ ^ ^ 


afar*!" t" t" ppp 


^3 ^ ZD Z3 


catataaacc 

W' ^ \^ 


960 


yduoun-uyy 


L-v-'t-'L.yyL'^y^ 


^y ^^dyyyy 


yy^^y^y 


M ^ \jr y y y ^ ^ Z3 ^ 


acrappppt" t"Ci 

y CA w w w w iv y 


102 0 


y *-y y y y ^ udo. 


a 0(~f 3 0 ■f~ c a a 
dy y ci V— L^^dd 


yydyy u^^^yy 


V-j '-f V>> w ^ ^3 


p p a a crci a rr* 1" 

d ^^^3 *H Vw-* W 


ccTCccit ct ta 


1080 


y CC ucy dyyy 


dyggy c udy d 


^ou^y L.y^(^^ 


y yyy dwy d^ 


pr^a^"or^t" ppt* 
^^dL.y^L-^^^ L> 


WyWV.* L.dv>rk^ 


1140 


c tyyciucc L. I- 


^ y dd d L> 1.' dv. 


t-trfi— ^-.ydyyyy 


y ugyt-ycyyc 


PIP i~ ^3 ppforrpfPf 
y^-uduyyyyy 


pf rxa rrt" nna pq 
yy dy uyy dwy 


1200 


y a.yya.cyccy 


cccdccgyy L. 


c^c-ucc-ut-ccy 


y dy dy y (— l. l^l^ 


dL-^yydd^^ l. 


pp t" "h a a rrr^oo 
^w u L.ddy ^y w 


1260 


cccgaggggg 


a rma oa a i~ 
dyy dy ddy V- u 


r^r* i~ t" "l" or^r*"!" r* 
^^L.L.L.yyv^u.w 


L-dwVrfd^y dy y 


t" cf cia a a a cf p p 
L-y y ddddy 


ppt" pt" pppcjcr 

WW U-W i*wwwyy 


1320 


ytcccyyccc 


d uduyy dyy c 


wd v-v_y y y y u d 


cyy(-.gygdcy 


i" acsc p t~ a p p "h 
i— y y V— V— I— c*. ^ L. 


t" pa crap ppt" t" 
L- w dyy WW w w 


1380 


t- ct-t^ Lyy cty u 


u Ly oyydyyd 


ydL-^^^y^— v^y^ 


L. ^y dy y dy y 


acrcit" p1" t* ppct 


c t tcracaacic 
w \^ ^y y 3 3 3 


1440 


CdCCCCLtCci 


dw^^UL'ddv^LO 


0 y y y d V— ^— d y 


0 1* rrna a a rtrtcf 
*-*yy dddyyy 


L-yv-L-v^i^t-'U-yd 


pcraapt" t"aacr 
wy dy www dyy 


1500 


c L. ccccgcc u 


t,y ddy ddydC 


/"ra a *^a a oa a 
y ddy ddy dL'd 


yy L'ddy t^y l. 


^ ^do^dy L-y 


pappTPfh np t" PT 

yyy ^y^ ^y 




gaggccctac 


ggy agy c c c a 


/"« /"< /"I a /~»r^4~ /*f 

cccCdCcyuy 


ydyddyd uL-t^ 


t~ r^" a r~' a r* e~*t^ 
U C d y d 0 y 


yy dy w uv^dv^w 


J. 0 ^ V 


day C t- Cddy d 


a ^ a ^ a r^rrf" 
dCdtJC Udv^y U 


rTrra f^r^/^r^r*^ 
yyctv_^v_<wi_ L.*^ 


\^ \^ ddy ^ L. («.y 


1~ppappprtari 
L.^wd^ooydy 


pra r^nnnrT'Csr' 
ydwyyyw*h*yw 


1680 




<~Tr^t't"r*«aa^^*^a 
y w U u OddL'L'd 


/—fa nn ^ a on 
y doy y ^^di^y 


y ^ d^^y y y y d 


y y I., c dy u dy 


pi" ccd^icccc* 
w wwwydwwww 


1740 


ddfJC L.y (^dy d 


d^dL.v^^^\^y u 


<**r*nr*a r*{~*r*r*r* 
^oy^di^o^^v^ 


L. L-yyy ^^dyd 


yydL-^^yVrf^y 


yywv,.*L.i-.^yL-y 


1800 


gccgaggcgg 


y L uyyy L.y 1. 1 


yy L.yy^w^ ^y 


y d ^ d dy ^ V- 


dy d \— dy dy \^ ^ 


PPCfPat" pctc 
wwywy www ww 


I860 


yCCCdCCUt^C 


^v^yyyydt-yd 


a a a r»r* t" oa i~ 
ddd^^ L. y d v_ 


dyy y u u ^ 


dy y dy y y y dd 


Cfcrapat' ppac 

yydwd www c* w 


1920 


dCv^CdydCCy 


/"'a a rro^ nr^a ^ 
^ddy 0 L.y y d u 


y L. u Vi^y y wy 


^ ^ ^ ^ y y dy y 


ppcfhcrcra ppp 
\^^yu-yyd^i^^ 


pp 1" era t" Cf cap 

WW u-yd wywyw 


1980 




dyd^yyL-ydd 


w u- ^^yy^y 


i^d^yy^d 


t'Cft' ppapppa 


t" fiddCf' CC • 
w w.y y w w w w w 


2040 


cdyy dy v_ u uy 


/—< /-I a t~ rr^ c^r^ f' a 
^v^dL.^^wV^^ Ud 


^y dyy dyy L-y 


y^yy^^^ l> L.d 


i~ a na piprrpt" a 
cdydy^y^ L-d 


C^" i' CC?i^^ dC 
w \f w w cicmy w 


2100 


ttccccaagg 


tgcgggcctg 


gatagaaaag 


accctggagg 




gcggggctac 


2160 


gtggaaaccc 


tcttcggaag 


aaggcgctac 


gtgcccgacc 


tcaacgcccg 


ggtgaagagc 


2220 


gtcagggagg 


ccgcggagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 
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ctcctccagg tcgccaacga gctcctcctg gaggcccccc aagcgcgggc cgaggaggtg 2400 
gcggctttgg ccaaggaggc catggagaag gcctatcccc tcgccgtgcc cctggaggtg 2460 
9^9gtgggga tgggggagga ctggctttcc gccaagggtc accaccacca ccaccac 2517 
<210> 514 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 514 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 
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Leu Lys 
225 

Lys Leu 

Val Asp 

Phe Leu 

Leu Glu 
290 

Gly Ala 
305 

Asp Leu 

Ala Asp 

Leu Ala 

Val Pro 
370 

Asn Thr 
385 

Glu Asp 
Leu Leu 
Glu Val 



Gly Val 
450 

Ala Glu 
465 



Pro Ala 

Ser Trp 

Phe Ala 
260 

Glu Arg 
275 

Ser Pro 

Phe Val 

Leu Ala 

Pro Leu 
340 

Lys Asp 
355 

Gly Asp 
Thr Pro 
Ala Ala 



Lys Arg 
420 

Glu Lys 
435 



lie Arg 
230 

Asp Leu 
245 

Lys Arg 
Leu Glu 
Lys Ala 



Gly Phe 
310 

Leu Ala 
325 



Glu Lys 

Ala Lys 

Arg Glu 

Phe Gly 
280 

Leu Glu 
295 

Val Leu 
Ala Ala 



lie Leu Ala 

235 

Val Arg Thr 
250 

Pro Asp Arg 
265 

Ser Leu Leu 



His Met 
Asp Leu 
Glu Arg 



Ala Gly Leu Lys 
Leu Ala 
Asp Pro 



Val Leu 
360 



Glu Gly 
390 

His Arg 
405 



Met Leu 
375 

Val Ala 
Ala Leu 



Leu Glu Gly Glu 



Pro Leu 



Arg Arg Asp Val 
Glu He 



Ser Arg 
440 

Ala Tyr 
455 



His Pro Phe Asn 



Asp Glu 
Arg Ser 



He Val 
530 

Thr Tyr 
545 



Leu Arg 
500 

Thr Ser 
515 

Glu Lys 
Val Asp 



Leu Glu 
Ser Arg 
Leu Pro Ala Leu 



Arg Arg 
470 

Leu Asn 
485 



Ala Ala 
He Leu 



Pro Leu 
550 



Val Leu 
520 

Gin His 
535 

Pro Ser 



Glu Ala Pro 

Ser Arg Lys 
315 

Arg Gly Gly 
330 

Asp Leu Lys 
345 

Ala Ser Arg 

Leu Ala Tyr 

Arg Arg Tyr 
395 

Leu Ser Glu 
410 

Glu Lys Leu 
425 

Val Leu Ala 

Leu Gin Ala 

Glu Glu Val 
475 

Asp Gin Leu 
490 

Lys Lys Thr 
505 

Glu Ala Leu 
Arg Glu Leu 



Leu Val His 
555 



His Glu 
285 

Trp Pro 
300 

Glu Pro 



Arg Val 

Glu Val 

Glu Gly 
365 

Leu Leu 
380 

Gly Gly 

Arg Leu 

Leu Trp 

His Met 
445 

Leu Ser 
460 

Phe Arg 
Glu Arg 
Lys Lys 



Arg Glu 
525 

Thr Lys 
540 

Pro Arg 



Asp Asp Leu 
240 

Pro Leu Glu 
255 

Leu Arg Ala 
2 70 

Phe Gly Leu 

Pro Pro Glu 

Met Trp Ala 
320 

His Arg Ala 
335 

Arg Gly Leu 
350 

Leu Asp Leu 

Asp Pro Ser 

Glu Trp Thr 
400 

His Arg Asn 
415 

Leu Tyr His 
430 

Glu Ala Thr 
Leu Glu Leu 



Leu Ala Gly 
480 

Val Leu Phe 
495 

Thr Gly Lys 
510 

Ala His Pro 



Leu Lys Asn 



Thr Gly Arg 
560 
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Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His 
625 . 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
' 755 760 ^ 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 

<210> 515 

<211> 33 

<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 515 

ctcctcaagg ccctcagaga ggacggggac gcg 33 

<210> 516 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 516 

cgcgtccccg tcctctctga gggccttgag gag 33 

<210> 517 

<211> 2517 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



<400> 517 
atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


. 60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccgag gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggttcacg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccaccctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 
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aaaaaqcaqq 


agcccgaccg 


qqagaaqctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagqa 


ggccccctgq 


900 


cccccgccgg 


aaggggcctt 


cqtqqgcttt 


gtgctttccc 


gcaaggagcc 


catgtqqgcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtgc 


accqqqcaqc 


agaccccttg 


1020 


gcggggctaa 


aggacctcaa 


ggaggtccgg 


ggcctcctcg 


ccaaggacct 


cgccgtcttg 


1080 


QCCtCQaQQQ 


aggggc t aga 


cctcgtgccc 


ggggacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg gtggcgcggc 


qc t acqqqqq 

3^'-^'^^33333 


qqaqtqqacq 

33*^3 *-33**^3 


1200 


qaQQacqccQ 


cccaccgggc 


cctcctctcg 


gagaggctcc 


atcggaacct 


ccttaagcgc 


1260 


ctcqaqqqqq 


aqqaqaaqct 


cctttggctc 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


gtcctggccc 


atatggaggc 


caccggggta 


cggcgggacg 


tggcctacct 


tcaggccctt 


1380 


tccctggagc 


ttgcggagga 


gatccgccgc 


ctcgaggagg 


aggtcttccg 


c t tqqcQQqc 

^*-*-33^3a3V' 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tgctctttga 


cqaqcttaqq 


1500 


ct tcccacct 


taaaoaaciac 


gaagaagaca 


ggcaagcgct 


ccaccagcgc 


cgcggtgctg 


1560 


gaggccctac 


qqaaQqccca 


ccccatcgtg 


gagaagatcc 


tccagcaccg 


ggagctcacc 


1620 


aagctcaaga 


acacctacgt 


ggaccccctc 


ccaagcctcg 


tccacccgag 


qacqqqccqc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggga 


qqcttaqtaq 


ctccgacccc 


1740 


aacctgcaga 


acatccccgt 


ccgcaccccc 


ttgggccaga 


qqatccqecq 


qqccttcqtq 

33^^ *- ^^3 ^3 


1800 


qccaaqQcqq 


at tqqqcqtt 


ggtggccctg 


gactatagcc 


aga t agagc t 


ccgcgtcctc 


1860 


gcccacctct 


ccggggacga 


aaacctgatc 


agggtcttcc 


aaaaoqqcraa 


ggacatccac 


1920 


acceagaccg 


caagctggat 


gttcggcgtc 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cqqqcqqcca 


agacggtgaa 


cttcggcgtc 


ctctacggca 


tgtccgccca 


taggctctcc 


2040 


caggagcttg 


ccatccccta 


cgaggaggcg 


gtggccttta 


tagagcgcta 


cttccaaagc 


2100 


ttccccaagg 


tqcqqqcctq 


gatagaaaag 


accctggagg 


aqqqqagqaa 
^^^^^^^^^^ 


gcqqqqctac 


2160 


gtggaaaccc 


tcttcggaag 


aaggcgctac 


gtgcccgacc 


tcaacgcccg 


qqtqaaqaqc 


2220 


Q t caQqQaQQ 


ccgcggagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tcgccatggt 


gaagctcttc .ccccgcctcc 


gggagatggg 


ggcccgcatg. 


2340 


ctcctccagg 


tcgccaacga 


gctcctcctg gaggcccccc 


aagcgcgggc 


cgaggaggtg 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggtc 


accaccacca 


ccaccac 


2517 
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^ ^ JL w ^ 


ZJ JL O 




O J i? 


^ ^ 


PPT 


<^ X J > 




<220> 




<223> 


Synthetic 


<400> 


518 


Met Asn Ser Gly Met Leu Pro 


1 


5 



10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 

35^ 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 

50 55 60 ■ ^ 

Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 ■ 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 ieO 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Airg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr , Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp LeU Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 ' 255 
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Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 ' 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys ' Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg, Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro iPhe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 



Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 
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Gin Arg He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 

610 615,. 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Lys Asp He His 
625 630, 635 , 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
' 690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715^ 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 ' 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys .Leu Ala Met Val Lys 
755 760 - - 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795. 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr^ Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His'His His His His His 
835 

<210> 519 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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I 



<400> 519 

gacgacgtcc tggccaccct ggccaagaag gcg 33 

<210> 520 

<211> 33 

<2.12> DNA 

<213> Artificial Sequence 
<220> 

<22 3> Synthetic 

<400> 520 

cgccttcttg gccagggtgg ccaggacgtc ^gtc 33 

<210> 521 

<211> 2517 

<212> DNA 

<213> Artificial Sequence 
<220> . 

<223> Synthetic 

<400> 521 



atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggaeggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


^^999999^9 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccgag 


gccccctcct 


tccgccacga 


ggcetacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


9g99ttcacg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


cegcatcctc 


420 


accgccgaca 


aagaecttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


4 80 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gectgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgctcaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 
. 664 - 


gcaaggagcc 


catgtgggcc 


960 





\^\^<<^ ^yy^^y^ 


^^«.yyyy ^ 


yy*w*— -y^y L-y^ 


d ^ ^ y y y ^ dy \^ 


dy d\^v^y.«v^ L- ^y 


1020 


y^yyyy^ l-cici 


dyyd^—*^ L-^dd 


yyo-yy u(^,(-yy 


cscicct' rr't" ca 


pr'aaaciar'pt" 


PQPPCft'Pt' t'CT 


1080 


y^^ ^'^y^yyy 


d*H 13 y z3 ^ ^ y 


CCf'CCl\'CICCC 

\mr V— • ^ ^ Zd ^ y V ^ 


crcjacra paa rr* 
zdy y y "■^y ^ ^ 


r* p a t* ap t" r* p t" 


pappi" appt" p 


1140 


ctaaaccc 1 1" 

^ W- ^ \^ ^ *>w- 


\^ ^ ^4 WW ^ v4 


^ ^ rd zd zd zd zd 


y >-yy '-y ^yy 


y udv-yyyyy 


acraataaaca 

zd zd zd zd zd ^*^^^d 


12 00 


y«.yy c*^y ^^y 


v„ v., v_ c* s-^ '-'id i3 




aacraacir'l" 

^ d^ d^^ ^ ^ 


a t" pcroa a pp t" 


ppI" 1" aaaPCTP 


1260 


C t" CCSPi CSC3C1CSCS 


^ zd zd ^y " y 


rr't" t" "hacipt" c 

W ^ ^y ^-r ^ W 


t~ a ccfic^dficio 

C4i Va'VH 


t" aaaaaacTpp 


ppt" pt" pppcra 


1320 


cti~ nn cr* 
yu.^^uyyv».^v».- 


d ud L-yydyy^ 


^d^\— yyyy i.,d 


*-yyt-yyyci^y 


t~ arf PP t" J5 pp t" 


"h pa rrrtppp i~ 1~ 
Li^dyy^^k^ L- iv 


1380 


L-v^^^»-L>yyct.y^ 


L- y^yyctyyd 


gatccgccgc 


ctcgaggagg 


^ nni~ pi~ t~ p po 
dyy \^\^ L>v_>^y 


pt" t* pfpf prrPfPTP 

^ ^ ^y y ^y y y ^ 


1440 


f^3*^r^or^t~ t~ ;3 

V^dV^ V- L-WA 


d^^ L-^ddi^ uv^ 


ccgggaccag 


ctggaaaggg 


L>y o L> ^ L> L.- L.y d 


^y dy L- dyy 


1500 


\^ u L>^^^y^^ 


L> y d dy d dy d \^ 


gaagaagaca 


ggcaagcgct 


pp;3 pp APiprTP 
\^ ^ d^^v-- dy v^y w 


prrpnrrl" np t" pf 

'^y ^yy »-y ^ ^y 


1560 


y «y y ^^^—^ i- 


yyydyy^^^d 


ccccatcgtg gagaagatcc 


L. v-< dy d \^ y 


acf a cip t" p a p p 
y y dy ^ v-» d \_. 


1620 


3 3 ar* t" c a 3 CT^3 
ciciy ^ ci ciy ci 


dwd^^i<idtu>y i— 


ggaccccctc 


ccaagcctcg 


L. N_. ^ CL v_. y dy 


aa pcfcf CIP POP 
yd^yyyv^wyVa* 


1680 




y^ L. u^dd^^d 


gacggccacg 


gccacgggga 


rfPfPi" t~apfi~ 55 Pf 
y y L. L.dy L.dy 


pt" e cogence 


1740 


dd^^ L-y^dyd 


d^^du^—^v-^y L- 


ccgcaccccc 


ttgggccaga 


no a t~ pprrpppf 
yydL.^Vu>y^^y 


pfPf ppi" t~ pprt"Pi 
yy^^L. L-^y i-y 


U. O V/ V 




y *-i-'yyy^y 


ggtggccctg 


gactatagcc 


dy d udy ciy l- 


^^y v^y L.^^ u ^ 


X O O V/ 


y v_. n»« I,, 


^^-yyyydwyd 


aaacctgatc 


agggtcttcc 


dyy dy y y y dd 


crcfa pa t~ ppa p 
yyd^d o v-' d ^ 


1920 


civ.< v_rdy v-» y 


^-•ddy^^ L-yydL. 


gttcggcgtc 


cccccggagg 


cco^ acj Piece 

^ y («.yydV<>^«'V^ 


P P t" Cf a t" QPCf P 
u.ydi-y^y^ 


1980 


^yyy*— ^yy^^d 


dydv-^yy c-ydd 


cttcggcgtc 


ctctacggca 


t" ai" ppQpppa 


t" aCJCfPt" Pt^PC 


2040 


(^dyydy l. ^y 


^ d L-^^OO L-d 


cgaggaggcg gtggccttta 


f" aciacipcrpt" a 
L. dy dy w y v.' d 


pt" t~ ppa aacfp 


2100 


\r L>^^\»-^ddyy 


i-.yi-'yyy^^ cy 


gatagaaaag 


accctggagg 


a cf aacra crcia a 

dyyyydyydd 


ciPCfcrcfCf pt" ac 
y'^yyyy*^ i»d^ 


2160 


y u-yy ddd^^\^ 


c-^yyd dy 


aaggcgctac 


gtgcccgacc 


t" PaaPOPPPCf 
L>\^dd^y^^Va«y 


cicf t" cia acracrp 
yy uyddydy ^ 


2220 


est" P^^CfOfCfSCJCf 

y L> V «y y y ^y y 


^ ^y ^y y ^y y 


catggccttc 


aacatgcccg 


t" ppaaGTcipap 

\r ^ v^dy y y ^d ^ 


Vi*yv.*wyv»»^ydVp«' 


2280 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 


ctcctccagg 


tcgccaacga 


gctcctcctg 


gaggcccccc 


aagcgcgggc 


cgaggaggtg . 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag 


gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggtc 


accaccacca 


ccaccac 


2517 



<210> 522 
<211> 839 
<212> PRT 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 522 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 

20 ' 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala .Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 • • 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu Lys Leu 
195 , 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 
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Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 ' 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Xrg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 
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Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His 
. 625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg, Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 ^830 

Gly His His His His His His 
835 



<210> 


523 


<211> 


33 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


Synthetic 


<400> 


523 



ggggagaaga cggcgctcaa gcttctggag gag 
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<210> 524 . - 

<211> 33 ' . ' ' ^ 

<212> DNA 

<213> Artificial Sequence ' 
<220> 

<223> Synthetic 

<400> 524 

ctcctccaga agcttgagcg ccgtcttctc ccc 33 

<210> 52 5 

<211> 2517 , ^ ^ 

<212> DNA 

<213> Artificial Sequence 

<220> ' 

<223> Synthetic 

<400> 525 ' ' ' 



atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


ettccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag agcctcctca 


aggccctcaa ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


* tgacgccgag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


GGCcacgccg gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggaectcct 


ggggttcacg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggaggggctt 


aaggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtgc 


accgggcaigc 


agaccccttg 


1020 
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y t^yyyy i_ u ctd 


a r~Toa (^r*t" r~> a a 
dyyctu.^ ucctd 


ggagguccgg 


yyccu^^.^-ui^y 


^ L. d ciy y d c c c 


\-.y t^^w-y u c uy 


1 OftO 

^ U 0 u 


yccccyayyy 


ciyyyy c uay d. 


/~i o f- /-i/-T't~ 

ccucycyccc 


yyyydcydcc 


/-t a r~T r"* t* r^r^\- 
C^^dL.yCU^^v^t. 


v^y ^ L.d\^C L.C 


1140 
J. X *± u 


ccyya.ccct.t- 


cgaacaccac 


ccccyaygyy 


gcggcgcggc 


gccacggggg 


yy ay Lyyacy 




gayyacyCCg 


cccaccgggc 


cc ucccc tcg 


gag aggc c c c 


a ucggaacc t. 


cc tcaagcgc 


1 0 n 


CCCyayyyyy 


aggagaagc c 


ccuccggccc 


uaccacgagg 


cggaaaagcc 


cc ccccccgg 


1 "3 0 n 
X u 


y t. c c c y y c c c 


a t-atyyayy c 


caccgyyy t.a 


cggcgggacg 


t. y y c c t- a c c t. 


t- c ay gc c c 1. 1. 


1 "3 A n 
X J 0 u 


tccc uyya.yc 


t. uycyyayya 


ya uccyccyc 


c ucgdyydgy 


ayy ccL. L.ccy 


cc uyyc.yyy c. 


Xrt U 


cacccc t-uca 


acct-caacuc 


ccyyya.ccay 


c uyycidd.ygy 


uycLCt.t.L.yd 


(J y ay t^ L. u ay y 


1 ^ n n 

X 3 U f 


cttcccgcct 


tgaagaagac 


gaagaagaca 


ggcaagcgcc 


ccaccagcgc 


cgcggcgcug 


Xob u 


gaggccctac 


gggaggc oca 


ccccatcgtg 


gagaagatcc 


tccagcaccg 


ggagctcacc 


1 <r 0 A 
xbz U 


aagct caaga 


acacct acgt 


ggaccccctc 


ccaagcctcg 


t ccacccgag 


gacgggccgc 


T C Q A 

Xbou 




yct-ccaacca 


gacyy ccacy 


yccacgyyy a 


gy c t. uay t.ay 


c u c cy ac c c c 


1 T A n 

X / ft u 


aacc uycaya 


^ ^ 4* ^ 
acauccccgc 


ccycaccccc 


c uyggccaya 


ygauccy ccy 


yycc uccg t.y 


1 on A 
X 0 u u 


gccgaggcgg 


guuggycgui: 


yyuyyt-wcu.y 


a /-1 4- a +- -a (~-\ f~> 
y d t« L. ct U ciy v_ C- 


a ^a t" a ^a 4~ 

ayd udy ciy c t. 


/~i C^C^ 1— /~t 4- 

v^i^ycyuccuc 


X 0 0 u 


gcccaccucc 


ccggggacga 


aaacc cgacc 


aggg L c u c c c 


aggaggggaa 


ggacauccac 


1 QO A 
X U 


accca.gaccg 


caagctggat 


gt tcggcgtc 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


1 Q Q A 


cgggcggcca 


agacggtgaa 


cttcggcgtc 


ctctacggca 


tgtccgccca 


taggctctcc 


0 A >1 A 


caggagcu tg 


ccatccccta 


, cgaggaggcg 


gtggcct tt a 


tagagcgc t a 


cucccaaagc 


0 1 A A 
Z XU U 


t tccccaagg 


cgcgggcc ug 


gatagaaaag 


accctggagg 


^gggg^gg^^ 


gcggggct ac 


0 1 A 

^ Xo U 


yt.yya.ao.ccc. 


t.c t. ucyyaay 


aayy cyccac 


y t.y cccy acc 


ucaacy cccy 


yy t.yd.dydy c 


0 0 9 A 


y t-cayyyagg 


ccgcyga.y cy 


cacyycc L. t.c 


ddCat-gcccg 


L ccayggCdC 


cy ccyccyac 


0 0 Q A 

z z 0 U 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 


ctcctccagg 


tcgccaacga 


gctcctcctg 


gaggcccccc 


aagcgcgggc 


cgaggaggtg 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag 


gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggtc 


accaccacca 


ccaccac 


2517 



<210> 526 

<211> 839 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 526 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 . 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 . 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

, Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Gly Leu Lys Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 



Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 
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Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 . 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 . 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 . 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys Ile^ Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 5 90 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 
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Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 .730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775- 780 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 

<210> 527 

<211> 39 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 527 

gagcccgacc gggaggggct taaggccttt ctggagagg 

<210> 528 

<211> 39 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 528 

cctctccaga aaggccttaa gcccctcccg gtcgggctc 39 

<210> 529 

<211> 2517 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 529 



atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


qqtqqacqqc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccqgggqgag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


qaaaqacQQa 


180 


gacgcggtga 


tcgtggtctt 


tgacgccgaq 


gccccctcct 


tccgccacga 


qqcctacqqq 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggttcacg 


cgcctcgagg 

J 3 ZJ ZJ 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


qctacqaqqt 

ZJ ZJ ZJZ) 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtqq 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccqqqqt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


qagtqqqqqa 


qcctqqaaqc 

^ V ^ W» ^ 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggga 


ggggagaagc 


cccgggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtgc 


accgggcagc 


agaccccttg 


1020 


gcggggctaa 


aggacctcaa 


ggaggtccgg 


ggcctcctcg 


ccaaggacct 


cgccgtcttg 


1080 


gcctcgaggg 


aggggctaga 


cctcgtgccc 


ggggacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gtggcgcggc 


gctacggggg 


ggagtggacg 


1200 


gaggacgccg 


cccaccgggc 


cctcctctcg 


gagaggctcc 


atcggaacct 


ccttaagcgc 


1260 


ctcgaggggg 


aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


gtcctggccc 


atatggaggc 


caccggggta 


cggcgggacg 


tggcctacct 


tcaggccctt 


1380 
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t" t* rtn zinr* 


c cgcggagga 


gatccgccgc 


ctcgaggagg 


aggtcttccg 


cttggcgggc 


1 /I /I A 

1440 


V-- CH_. V_, U U-^^Ct 


Cl L.L^ClCl^U'L' 


ccgggaccag 


ctggaaaggg 


tgctctttga 


cgagcttagg 


T (T ri A 




L. y o oy ctoy d <w 


gaagaagaca 


ggcaagcgct 


ccaccagcgc 


cgcggtgctg 


T c c n 
lob U 


y ^y y ^ ^ ^ l. cn-. 


yyyo.ygt-.v-.uo. 


ccccatcgtg gagaagatcc 


tccagcaccg ggagctcacc 


T £ O A 

lb ^ U 


a "3 /-f /—I — 1 a /-fa 
a.ciy CL.cio.yo. 


a a /"< i~ a 

ococc Uocgu 


ggaccccctc 


ccaagcctcg 


tccacccgag 


gacgggccgc 

Zi ZD ZD Zj ZJ 


1580 


LUV^CoC^cH-C-C 


gc c tcoocco 


gacggccacg 


gccacgggga 


ggcttagtag 


ctccgacccc 


1740 


doLL uyLoya. 


ocouccccgc 


ccgcaccccc 


ttgggccaga 


ggatccgccg 


ggccttcgtg 


1800 


gccgaggcgg 


gcugggcgti: 


99tggccctg 


gactatagcc 


agatagagct 


/ 

ccgcgtcctc 


1860 


yv^H-oCt-CCt. 


ccggggocga 


aaacctgatc 


agggtcttcc 


aggaggggaa 


ggacatccac 


1920 


oCLCoyoCCy 


Coogc tggot. 


gttcggcgtc 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cyyy L.yycca. 


oy ouggugoo 


cttcggcgtc 


ctctacggca 


tgtccgccca 


taggctctcc 


2040 


t-ciyy dy c L. eg 




cgaggaggcg 


gtggccttta 


tagagcgcta 


cttccaaagc 


2100 


u c-ccccoogg 


tgcgggcctg 


gatagaaaag 


accctggagg 


^99g9aggaa 


gcggggctac 


2160 


y Ly y ctoov^^o 


u ccggoog 


aaggcgctac 


gtgcccgacc 


tcaacgcccg 


ggtgaagagc 


2220 


gccagggagg 


ccgcggagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 


ctcctccagg 


tcgccaacga 


gctcctcctg 


gaggcccccc 


aagcgcgggc 


cgaggaggtg 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag 


gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggtc 


accaccacca 


ccaccac 


2517 



<210> 530 

<211> 839 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 530 . . 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 ■ 5 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 " 40 45 
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Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 , 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 - 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

-\ 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 
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Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 , ' 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr. Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 / 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 
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Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 

<210> 531 

<211> 54 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 531 

cacgagttcg gccttctggg. aggggagaag ccccgggagg aggccccctg gccc 

<210> 532 

<211> 54 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 532 

gggccagggg gcctcctccc ggggcttctc ccctcccaga aggccgaact cgtg 

<210> 533 

<211> 2517 

<212> DNA 
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• 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 533 



atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccgag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggttcacg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


99ctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacGtggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttetggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960, 


gatcttctgg 


ccctggccgc 


ctgcaggggc 


ggccgcgtgc 


accgggcagc 


agaccccttg 


1020 


gcggggctaa 


aggacctcaa 


9g^9gtccgg 


ggcctcctcg 


ccaaggacct 


cgccgtcttg 


1080 


gcctcgaggg 


aggggctaga 


cctcgtgccc 


ggggacgacc 


ccatgctect 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


cc ccgagggg 


gtggcgcggc 


gctacggggg 


ggagtggacg 


1200 


gaggacgccg 


cccaccgggc 


cctcctctcg 


gagaggctcc 


atcggaacct 


ccttaagcgc 


1260 


ctcgaggggg 


aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


gtcctggccc , 


atatggaggc 


caccggggta 


cggcgggacg 


tggcctacct 


tcaggccctt 


1380 


tccctggagc 


ttgcggagga 


gatccgccgc 


ctcgaggagg 


aggtcttccg 


cttggcgggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tgctctttga 


cgagcttagg 


1500 


cttcccgcct 


tgaagaagac 


gaagaagaca 


ggcaagcgct 


ccaccagcgc 


cgcggtgctg 


1560 


gaggccctac 


gggaggccca 


ccccatcgtg 


gagaagatcc 


tccagcaccg 


ggagctcacc 


1620 


aagctcaaga 


acacctacgt 


ggaccccctc 


ccaagcctcg 
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tccacccgag 


gacgggccgc 


1680 



Ct.CCo.CCT.CCC 


gcct-Ca.a.cca 


gacggccacg 


gccacggyga 


ggc c u og c og 


c cccgocccc 


1 7dn 


oa.CC cy Cdy ca. 


ciCat-CCCCgC 


ccgcaccccc 


u Lyygccctga. 


gyocccyccg 


yycccLcgcy 


X 0 u u 


gccgaggcgg 


y t. cgggcg u u 


yycgycccug 


y 0 ^ u ct L. ciy V— c 


ar^a t" aoai^r^l" 
oy 0 uoy oy 0 u 


ccy eg ccc cc 


X 0 0 V 




^ y y y y a v,^y a. 


a a a r^r^ t~ na i~ 0 


ciyyy l.^ l. 


a orra rrrmna a 
oyyoyyyyoo 


noa r^a ooa r* 
yyoeoL-v^eo^ 


J- ^ ^ V 


ct ^ cty ct L> y 


<^a a fma t~ 
ctcty uy y ct L- 


yL-L.v-yywyi^v— 


w ^ ^_ ^^y y oy y 


^y uyyot.-^.^^rf 


^Vvyouyey^-- 


X ^ 0 u 




oy ctcyy L-yoct 


ci'L.t-.yyL.yuL' 


^ L. L.ov^yy ^0 


uyi^^v^yv^v^v^o 


L-ctyy c uc ccc 


^ U *± Ki 


cagy «y c L. eg 


CCaLCCCCCa 


*-'y^gy^y9*-*y 


g cggc c u L. c 0 


t ogogcgc t 0 


^♦""H^/^aaa rir* 

cc cccooogc 


Z X u u 


c cccccaagg 


cgcgggcccg 


gauagaaaag 


occccggagg 


^yyyy^yy^^ 


gcggggc L-oc 


z xo u 


gcggaaaccc 


ccuccggaag 


aaggcgcuac 


gcgcccgacc 


ccaacgcccg 


ggcgaagagc 


0 0 o n 
z z z u 


guCa.gyga.gg 


ccgcgga.gcg 


Cauggcc t-cc 


ooCocgcccg 


L-ccogggcoc 


cy ccgccgoc 


9 9 RO 
z z 0 u 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 


ctcctccagg 


tcgccaacga 


gctcctcctg 


gaggcccccc 


aagcgcgggc 


C9^ggsg9tg 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag 


gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggtc 


accaccacca 


ccaccac 


2517 



<210> 534 

<211> 839 - ; 

<212> PRT 

<213> Artificial Sequence 

<220> ' 

<223> Synthetic 

<400> 534 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 10 15 ^ 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 ' 110 
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Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala 
115 120 



Ser ' Leu Ala Lys 
125 



Lys Ala 
130 

Asp Leu 
145 

Gly Tyr 

Pro Asp 

Asn Leu 

Leu Glu 
210 

Leu Lys 
225 

Lys Leu 

Val Asp 

Phe Leu 

Leu Glu 
290 

Gly Ala 
305 

Asp Leu 
Ala Asp 
Leu Ala 



Val Pro 
370 

Asn Thr 
385 



Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
135 140 



Tyr Gin Leu Leu Ser Asp Arg lie His Val 
150 155 

Leu lie Thr Pro Ala Trp Leu Trp Glu Lys 
165 170 

Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly 
180 185 

Pro Gly' Val Lys Gly lie Gly Glu Lys Thr 
195 200 



Leu His Pro Glu 
160 

Tyr Gly Leu Arg 
175 

Asp Glu Ser Asp 
190 

Ala Arg Lys Leu 
205 



Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
215 220 



Pro Ala lie Arg Glu Lys lie Leu Ala His 
230 235 

Ser Trp Asp Leu Ala Lys Val Arg Thr Asp 
245 250 

Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu 
260 265 

Glu Arg Leu Glu Phe Gly Ser Leu Leu His 
275 280 



Met Asp Asp Leu 
240 

Leu Pro Leu Glu 
255 

Arg Leu Arg Ala 

. 270 

Glu Phe Gly Leu 
285 



Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
295 300 



Phe Val Gly Phe Val Leu Ser Arg Lys Glu 
310 315 

Leu Ala Leu Ala Ala Cys Arg Gly Gly Arg 
325 330 

Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu 
340 345 

Lys Asp Leu Ala Val Leu Ala Ser Arg Glu 
355 360 



Pro Met Trp Ala 
320 

Val His Arg Ala 
335 

Val Arg Gly Leu 
350 

Gly Leu Asp Leu 
365 



Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
375 380 



Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly 
390 395 



Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg 
405 410 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu 
420 425 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His 
435 440 



Gly Glu Trp Thr 
400 

Leu His Arg Asn 
415 

Trp Leu Tyr His 
430 

Met Glu Ala Thr 
445 
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Gly Val Arg Arg Asp 
450 

Ala Glu Glu lie Arg 
465 

His Pro Phe Asn Leu 
485 

Asp Glu 'Leu Arg - Leu 
500 

Arg Ser Thr Ser Ala 
515 

lie Val Glu Lys lie 

530 ' 

Thr Tyr Val Asp Pro 
545 . 

Leu His Thr Arg Phe 
565 

Ser Ser Asp Pro Asn 
580 

Gin Arg lie Arg Arg 
595 

Ala Leu Asp Tyr Ser 
610 

Gly Asp Glu Asn Leu 
625 

Thr Gin Thr Ala Ser. 

645 

Pro Leu Met Arg Arg 
660 

Gly Met Ser Ala His 

675 - 

Glu Ala Val Ala Phe 
690 

Arg Ala Trp lie Glu 
705 

Val Glu Thr Leu Phe 
725 

Arg Val Lys Ser Val 
740 

Pro Val Gin Gly Thr 
755 

Leu Phe Pro Arg Leu 
770 



Val Ala Tyr Leu Gin Ala 
455 

Arg Leu Glu Glu Glu Val 
470 475 

Asn Ser Arg Asp Gin Leu 
490 

Pro Ala Leu Lys Lys Thr 
505 

Ala Val Leu Glu Ala. Leu 
520 

Leu Gin His Arg Glu Leu 
535 

Leu Pro Ser Leu Val His 
550 555 

Asn Gin Thr Ala Thr Ala 

' 570 

Leu Gin Asn lie Pro Val 
585 

Ala iPhe Val Ala Glu Ala 
600 

Gin lie Glu Leii Arg Val 
615 

lie Arg Val Phe Gin Glu 
630 63 5 

Trp Met Phe Gly Val Pro 
650 

Ala Ala Lys Thr Val Asn 
665 

Arg. Leu Ser Gin Glu Leu 
680 

lie Glu Arg Tyr Phe Gin 
695 

Lys Thr Leu Glu Glu Gly 
710 715 

Gly Arg Arg Arg Tyr Val 
730 

Arg Glu Ala Ala Glu Arg 
745 

Ala Ala Asp Leu Met Lys 
760 

Arg Glu Met Gly Ala Arg 
775 



Leu Ser Leu Glu Leu 
460 

Phe Arg Leu Ala Gly 
480 

Glu Arg Val Leu Phe 
4 95 

Lys Lys Thr Gly Lys 
510 

Arg Glu Ala His Pro 
525 

Thr Lys Leu Lys Asn 
540 

Pro Arg Thr Gly Arg 
560 

Thr Gly Arg Leu Ser 
575 

Arg Thr Pro Leu Gly 
590 

Gly Trp Ala Leu Val 
605 

Leu Ala His Leu Ser 
620 

Gly Lys Asp lie His 
640 

Pro Glu Ala 'Val Asp 
655 

Phe Gly Val Leu Tyr- 
670 

Ala lie Pro Tyr Glu 
685 

Ser Phe Pro Lys Val 
700 

Arg Lys Arg Gly Tyr 
720 

Pro Asp Leu Asn Ala 
735 

Met Ala Phe Asn Met 
750 

Leu Ala Met Val Lys 
765 

Met Leu Leu Gin Val 
780 
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Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 

<210> 535 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 535 

ctggccctgg ccgcctgcag gggcggccgc gtg 33 
<210> 536 ^ • 

<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 536 

cacgcggccg cccctgcagg cggccagggc cag 33 
<210> 537 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 537 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccgag gccccctcct tccgccacga ggcctacggg 240 
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ggg t acaagg 


^999ccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


J UU 


aaggagctgg 


tggacctcct 


ggggtccacg 


cgccucgagg 


ccccgggc L.a 


cgaggcggac 


o o U 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gccacgaggc 


ccgcatcctc 


A o 


accgccgaca 


aagacct t ta 


ccagctcct t 


tccgaccgca 


tccacgtcct 


ccaccccgag 


/I Q A 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


t tcccggggt 


caagggcatc 


£r A o 


ggggagaaga 


cggcgaggaa 


get tctgaag 


gagtggggga 


gcctggaagc 


cctcctcaag 




aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


T O A 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


•-7 O A 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


0 /i A 

840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtgc 


accgggcagc 


agaccccttg 


1020 


gcgggg c t aa 


aggacctcaa 


ggaggtccgg 


ggcctcctcg 


c c aaggac c t 


cgccgtcttg 


T A 0 A 


gcctcgaggg 


aggggc t aga 


cctcgtgccc 


ggggacgacc 


ccatgctcct 


cgcctacctc 


T T /I A 
114U 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gtggcgcggc 


gctacggggg 


ggagtggacg 


T 0 A A 


gaggacgccg 


cccaccgggc 


cctcctctcg 


gagaggctcc 


atcggaacct 


ccttaagcgc 


1260 


ctcgaggggg 


aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


gtcctggccc 


atatggaggc 


caccggggta 


cggcgggacg 


tggcctacct 


tcaggccctt 


13 80 


tccctggagc 


t tgcggagga 


gatccgccgc 


c t cgaggagg 


aggtcttccg 


c t tggcgggc 


144 U 


caccccttca 


acctcaactc 


ccgggaccag 


c t ggaaaggg 


tgctctttga 


cgagc 1 1 agg 


T C A A 


cttcccgcct 


tgaagaagac 


gaagaagaca 


ggcaagcgct 


ccaccagcgc 


cgcggtgctg 


T C ^ A 


gaggccctac 


gggaggccca 


ccccatcgtg 


gagaagatcc 


tccagcaccg 


ggagctcacc 




aagctcaaga 


acacctacgt 


ggaccccctc 


ccaagcctcg 


tccacccgag 


gacgggccgc 


1 ^ 0 A 

looO 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggga 


ggcttagtag 


ctccgacccc 


1740 


aacctgcaga 


acatccccgt 


ccgcaccccc 


t tgggccaga 


ggatccgccg 


ggccttcgtg 


1 0 A A 

1800 


gccgaggcgg 


gt tgggcgtt 


ggtggccctg 


gactatagcc 


agatagagct 


ccgcgtcctc 


■ T 0 ^ A 


gcccacctct 


ccggggacga 


aaacctgatc 


agggtcttcc 




ggacatccac 


1920 


acccagaccg 


caagctggat 


gttcggcgtc 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agacggtgaa 


cttcggcgtc 


ctctacggca 


tgtccgccca 


taggctctcc 


2040 


caggagcttg 


ccatccccta 


cgaggaggcg 


gtggccttta 


tagagcgcta 


cttccaaagc 


2100 
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cgcgggcccy 


y acay aaaay 


accc tyyciyy 


^9999^99^^ gcggggctac 


91 fin 

^ X o u 


yUyga.a.a.ccc 


cccucggaag 


aaggcgc tac 


y uycccyacc 


tcaacgcccg 


ggtgaagagc 




g t cagggagg 


ccgcggagcg 


catggcctt c 


aacatgcccg 


t ccagggcac 


cgccgccgac 


9 9 Q n 
z z o u 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 


ctcctccagg 


tcgccaacga 


gctcctcctg 


gaggcccccc 


aagcgcgggc 


cgaggaggtg 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag 


gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggtc 


accaccacca 


ccaccac 


2517 



<210> 538 

<211> 839 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 538 

Met Asn Ser Gly Met Leu 
1 5 

Leu Val Asp Gly His His 
20 

Gly Leu Thr Thr Ser Arg 
35 

Ala Lys Ser Leu Leu Lys 
50 

Val Val Phe Asp Ala Glu 
65 70 

Gly Tyr Lys Ala Gly Arg 
85 

Leu Ala Leu lie Lys Glu 
100 

Glu Val Pro Gly Tyr Glu 
115 

Lys Ala Glu Lys Glu Gly 
130 

Asp Leu Tyr Gin Leu Leu 
145 150 

Gly Tyr Leu lie Thr Pro 
165 



Pro Leu Phe. 

Leu Ala Tyr 
25 

Gly Glu Pro 
40 

Ala Leu Lys 
55 

Ala. Pro Ser 

Ala Pro Thr 

Leu Val Asp 
105 

Ala Asp Asp 
120 

Tyr Glu Val 
135 

Ser Asp Arg 
Ala Trp Leu 



Glu Pro Lys 
10 

Arg Thr Phe 

Val Gin Ala 

Glu Asp Gly 
60 

Phe Arg His 
75 

Pro Glu Asp 
90 

Leu Leu Gly 
Val Leu Ala 



Arg lie Leu 
140 

He His Val 
155 

Trp Glu Lys 
170 



Gly Arg Val Leu 
15 

His Ala Leu Lys 
30 

Val Tyr Gly Phe 
45 

Asp Ala Val He 



Glu Ala Tyr Gly 
80 

Phe Pro Arg Gin 
95 

Phe Thr Arg Leu 
110 

Ser Leu Ala Lys 
125 

Thr Ala Asp Lys 



Leu His Pro Glu 
160 

Tyr Gly Leu Arg 
175 
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Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu' Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Lys Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 ' 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val ' His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 . 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

t 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 
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Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 - 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 , 585 590 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn. Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 
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<210> 539 

<211> 42 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223>^ Synthetic 

<400> 539 

ggggagaaga cggcgaggaa gcttctgaag gagtggggga gc 42 

<210> 540 

<211> 42- 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<4G0> 540 

gctcccccac tccttcagaa gcttcctcgc cgtcttctcc cc ' 42 

<210> 541 

<211> 2520 

<212> DNA 

<213> Artificial Sequence * * 

<220> 

<223> Synthetic 

<400> 541 



atgaattcgg 


aggcgatgct 


gcccctcttt 


gagcccaagg 


9ccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttt 


gccctgaagg 


gcctcaccac 


cagccggggg 


120 


gagccggtgc 


aggcggtcta 


cggcttcgec 


aagagcctcc 


tcaaggccct 


cagagaggac 


180 


9999acgcgg tgatcgtggt 


ctttgacgcc 


gaggccccct 


ccttccgcca 


cgaggcctac 


240 


999999 taca 


aggcgggccg 


ggcccccacg 


ccggaggact 


ttccccggca 


actcgccctc 


300 


atcaaggagc 


tggtggacct 


cctggggttc 


acgcgcctcg 


aggtcccggg 


ctacgaggcg 


360 


gacgacgtcc 


tggccaccct 


ggccaagaag 


gcggaaaagg 


agggctacga 


ggtccgcatc 


420 


ctcaccgccg 


acaaagacct 


ttaccagctc 


ctttccgacc 


gcatccacgt 


cctccacccc 


480 


gaggggtacc 


tcatcacccc 


ggcctggctt 


tgggaaaagt 


acggcctgag 


gcccgaccag 


540 


tgggccgact 


accgggccct 


gaccggggac 


gagtccgaca 
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accttcccgg 


ggtcaagggc 


600 





ciydcyy cy c t 


L, ddy tr 1 1 1^ t y 


gaggagcggg 


y y dy 1^ L.y y d 


dy ^v^v^t^ot^ 


D 0 V 


ddy ctci\^^ L-yy 


dc t.y y i_ t y ctd 


yL-v^i-.yL.-L-dCL- 


Li-y y y dy ddy d 


t^^tyy^^^d 


oat" rrrra f^na t~ 
(wdL.yyd^ydL. 




c u y a.a.y c u c c 


cc tgyy dCC t 


yyccddgy tg 


cgcdccy dCc 


ty cccc tyy d 


yy tyydc t tc 


7fln 

/ 0 u 


y cca.a.a.ayyc 




ccgggagggg 


c t taaggcc t 


t t c tggagag 


gc t cgagc t t 


oft u 


ggc3.gcct cc 


tccacgagtt 


cggccttctg 


ggaggggag a 


age c c cggga 


ggaggccccc 


y u u 


tyy CCCCCy C 


cgy ddyy yy c 


c t t eg tgggc 


1-4- 4- rrl- orr* 4- f- 4- 

t t tgtgc t t t 


cccgcddggd 


gcccdty tgg 


-? 0 u 


r^r^ a f~ t~ 

yccya.ccu uc 


ty y ccc tyy c 


cycc tgcdgy 


99C9gccgcg 


tgcdccyggc 


dgCdgdCCCC 


X u ^ u 


ccggcggggc 


t dddyy dCC t 


Cddyy dyy t c 


cggggcct CC 


t cgcCddyyd 


CC t cyccy t c 


J. u 0 Lf 


+» ^ /~t +— /*i -3 

t cggcc Tzcga. 




agacct cgtg 


cccggggacg 


accccatgc t 


CC tcgcc tdC 




cucct.gga.cc 


c t tcgaacac 


ca.cccccgag 


ggggtggcgc 


ggcgc tacgg 


99999agT:gg 


1 0 n n 


acggaggacg 


ccgcccaccg 


ggccctcctc 


t cggagaggc 


tccatcggaa 


cctccttaag 


T 9 0 


cgccccgagg 


gggaggagaa 


get CC t t tgg 


ctctaccacg 


aggtggaaaa 


gcccc tct cc 


1 "5 9 n 


cgggucc egg 


cccatacgga 


ggccaccggg 


g t acggcggg 


*-* y-t y-* ^ y-T y^ y^ 

acgtggcc ta 


cct tcaggcc 


lion 


CL.tt.CCCL.yy 


dye t ty cyy a. 


yy a.gdt ccy c 


cycc t cy dgg 


dy y dy y t c 1 1 


ccyc t tyycy 


Xrtfi U 


yyccacccc t 


t CddCC t Cdd 


c tcccgggdc 


Cdgccggddd 


gggtgc tc t t 


tgdcgdgc 1 1 


1 c: 0 n 


ayy ct tcccy 


cc t tgaagaa 


gacgdagdag 


acaggcaagc 


gctcCdCCdg 


cgccgcggcg 


1 c;*^ 0 


ctggaggccc 


tacgggaggc 


ccaccccatc 


gtggagaaga 


tcctccagca 


ccgggagctc 


T CO n 
lo^s U 


accaagctca 


agaacaccta 


cgtggacccc 


ctcccaagcc 


tcgtccaccc 


gaggacgggc 


T Q ri 


cgcctccaca 


cccgct tcaa 


ccagacggcc 


acggccacgg 


99a9gcttag 


cage tccgac 


T T A n 


cccaacc tgc 


dgddCdt ccc 


cy t ccgcdcc 


ccc t tgggcc 


dgaggat ccg 


ccgggcc t t c 


1 flO 0 
X 0 VJ u 


gcggccgagg 


cgggttgggc 


gc tggtggcc 


c tggac tdta 


gccagataga 


gccccgcgcc 


1 Q CO 

±odu 


ctcycccacc 


t ct ccyyyyd 


cy ddddCC tg 


d t Cdygy t ct 


cccdgydygg 


y ddyydCdt c 


1 Q90 
X yZ Lf 


cacacccaga 


ccgcaagc eg 


gatgt tcggc 


gtccccccgg 


aggccgcgga 


ccccccgacg 


1 Q Q 0 


cgccgggcgg 


ccddgdcgy L. 


gdact tcggc 


gt CC tc t dcg 


f^f* o 4~ /-t4* /—I f^f~t 

gcatgt ccgc 


ccdtdggc t c 


9040 


ccccaggagc 


t tgccat ccc 


c c acgaggag 


gcggcggcct 


ttatagagcg 


ccacccccaa 


Z J.UU 


agcttcccca 


a99tgcgggc 


ctggatagaa 


aagaccctgg 


aggaggggag 


gaagcggggc ^ 


2160 


tacgtggaaa 


ccctcttcgg 


aagaaggcgc 


tacgtgcccg 


acctcaacgc 


ccgggtgaag 


2220 


agcgtcaggg 


aggccgcgga 


gcgcatggcc 


ttcaacatgc 


ccgtccaggg 


caccgccgcc 


2280 


gacctcatga 


agctcgccat 


ggtgaagctc 


ttcccccgcc 


tccgggagat 


99999cccgc 


2340 
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atgctcctcc aggtcgccaa cgagctcctc ctggaggccc cccaagcgcg ggccgaggag 2400 
gtggcggctt tggccaagga ggccatggag aaggcctatc ccctcgccgt gcccctggag 2460 
gtggaggtgg ggatggggga ggactggctt tccgccaagg gtcaccacca ccaccaccac 252 0 



<210> 542 




























<211> 840 




























<212> PRT 




























<213> Artificial Sequence 




















<220> 




























<223> Synthetic 
























<400> 542 




























Met Asn Ser 
1 


Glu 


Ala 
5 


Met 


Leu 


Pro 


Leu 


Phe 
10 


Glu 


Pro 


Lys 


Gly 


Arg 
15 


Val 


Leu Leu Val 


Asp 
20 


Gly 


His 


His 


Leu 


Ala 
25 


Tyr 


Arg 


Thr 


Phe 


Phe 
30 


Ala 


Leu 


Lys Gly Leu 
35 


Thr 


Thr 


Ser 


Arg 


Gly 
40 


Glu 


Pro 


Val 


Gin 


Ala 
45 


Val 


Tyr 


Gly 


Phe Ala Lys 
50 


Ser 


Leu 


Leu 


Lys 
55 


Ala 


Leu 


Arg 


Glu 


Asp 
60 


Gly 


Asp 


Ala 


Val 


He Val Val 
65 


Phe 


Asp 


Ala 

70 ■ 


Glu 


Ala 


Pro 


Ser 


Phe 
75 


Arg 


His 


Glu 


Ala 


Tyr 
80 


Gly Gly Tyr 


Lys 


Ala 
85 


Gly 


Arg 


Ala 


Pro 


Thr 
90 


Pro 


Glu 


Asp 


Phe 


Pro 
95 


Arg 


Gin Leu Ala 


Leu 
100 


He 


Lys 


Glu 


Leu 


Val 
105 


Asp 


Leu 


Leu 


Gly 


Phe 
110 


Thr 


Arg 


Leu Glu Val 
115 


Pro 


Gly 


Tyr 


Glu 


Ala 
120 


Asp 


Asp 


Val 


Leu 


Ala 
125 


Thr 


Leu 


Ala 


Lys Lys Ala 
130 


Glu 


Lys 


Glu 


Gly 
135 


Tyr 


Glu 


Val 


Arg 


He 
140 


Leu 


Thr 


Ala 


Asp 


Lys Asp Leu 
145 


Tyr 


Gin 


Leu 
150 


Leu 


Ser 


Asp 


Arg 


He 
155 


His 


Val 


Leu 


His 


Pro 
160 


Glu Gly Tyr 


Leu 


He 
165 


Thr 


Pro 


Ala 


Trp 


Leu 
170 


Trp 


Glu 


Lys 


Tyr 


Gly 
175 


Leu 


Arg Pro Asp 


Gin 
180 


Trp 


Ala 


Asp 


Tyr 


Arg 
185 


Ala 


Leu 


Thr 


Gly 


Asp 
190 


Glu 


Ser 


Asp Asn Leu 
195 


Pro 


Gly 


Val 


Lys 


Gly 
200 


He 


Gly 


Glu 


Lys 


Thr 
205 


Ala 


Leu 


Lys 


Leu Leu Glu 
210 


Glu 


Trp 


Gly 


Ser 
215 


Leu 


Glu 


Ala 


Leu 


Leu 
220 


Lys 


Asn 


Leu 


Asp 
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Arg Leu Lys Pro^ Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp 
225 230 235 240 

Leu Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu , 
245 250 255 

Glu Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Gly Leu Lys 
260 265 270 

Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly 
275 280 285 

Leu Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro Trp Pro Pro Pro 

290 ' 295 . 3 00 

Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp 
305 310 315 320 

Ala Asp Leu Leu Ala Leu Ala Ala Cys Arg Gly Gly Arg Val His Arg 
325 330 335 ' 

Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly 
340 345 350 

Leu Leu. Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp 
355 360 365 

Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro 
370 375 380 

Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp*' 
385 390 395 400 

Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg 
405 410 ' 415 

Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr 
42 0 425 430 

His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
435 440 445 

Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu 
450 455 460 

Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala 
465 470 475 480 

Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 ' 495 

Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys , Lys Thr Lys Lys' Thr Gly 
500 505 510 

Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His 
515 520 525 

Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys 
530 535 540 

Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly 
545 550 555 560 
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Arg Leu His 

Ser Ser Ser 

Gly Gin Arg 
595 

Val Ala Leu 
610 

Ser Gly Asp 
625 

His Thr Gin 

Asp Pro Leu 

Tyr Gly Met 
675 

Glu Glu Ala 
690 

Val Arg Ala 
705 

Tyr Val Glu 

Ala Arg Val 

Met Pro Val 
755 

Lys Leu Phe 
770 

Val Ala Asn 
785 

Val Ala Ala 
Val Pro Leu 



Thr Arg Phe 
565 

Asp Pro Asn 
580 

lie Arg Arg 



Asp Tyr Ser 



Glu Asn Leu 
630 

Thr Ala Ser 
645 

Met Arg Arg 
660 

Ser Ala His 



Val Ala Phe 



Tirp lie Glu 
710 

Thr Leu Phe 
725 

Lys Ser Val 
740 

Gin Gly Thr 



Pro Arg Leu 



Lys Gly His 
835 

<210> 543 

<211> 2520 

<212> DNA 



Glu Leu Leu 
790 

Leu Ala Lys 
805 

Glu Val Glu 
820 

His His His 



Asn Gin 

Leu Gin 

Ala Phe 
600 

Gin He 
615 

He Arg 

Trp Met 

Ala Ala 

Arg Leu 
680 

He Glu 
695 

Lys Thr 

Gly Arg 

Arg Glu 

Ala Ala 
760 

Arg Glu 
775 

Leu Glu 
Glu Ala 
Val Gly 



His His 
840 



Thr Ala 
570 

Asn He 
585 

Val Ala 
Glu Leu 
Val Phe 



Thr Ala 
Pro Val 
Glu Ala 



Arg Val 
620 

Gin Glu 
635 



Phe Gly 
650 

Lys Thr 
665 



Val Pro 
Val Asn 
Ser Gin Glu Leu 



Arg Tyr 

Leu Glu 

Arg Arg 
730 

Ala Ala 
745 

Asp Leu 
Met Gly 
Ala Pro 



Met Glu 
810 

Met Gly 
825 



Phe Gin 
700 

Glu Gly 
715 

Tyr Val 

Glu Arg 

Met Lys 

Ala Arg 
780 

Gin Ala 
795 

Lys Ala 
Glu Asp 



Thr Gly Arg Leu 
575 

Arg Thr Pro Leu 
590 

Gly Trp Ala Leu 
605 

Leu Ala His Leu 



Gly Lys Asp He 
640 

Pro Glu Ala Val 
655 

Phe Gly Val Leu 
670 

Ala He Pro Tyr 
685 

Ser Phe Pro Lys 



Arg Lys Arg Gly 
720 

Pro Asp Leu Asn 
735 

Met Ala Phe Asn 
750 

Leu Ala Met Val 
765 

Met Leu Leu Gin 



Arg Ala Glu Glu 
800 

Tyr Pro Leu Ala 
815 

Trp Leu Ser Ala 
830 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 543 

atgaattcgg aggcgatgct gcccctcttt gagcccaagg gccgggtcct cctggtggac 60 

ggccaccacc tggcctaccg caccttcttt gccctgaagg gcctcaecac cagccggggg 120 

gagccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct cagagaggac 180 

gggg^cgcgg tgatcgtggt ctttgacgcc gaggccccct ccttccgcca cgaggcctac 240 

ggggggtaca aggcgggccg ggcccccacg ccggaggact ttccccggca actcgccctc 300 

atcaaggagc tggtggacct cctggggttc acgcgcctcg aggtcccggg ctacgaggcg 360 

gacgacgtcc tggccaccct ggccaagaag gcggaaaagg agggctacga ggtccgcatc 420 

ctcaccgccg acaaagacct ttaccagctc ctttccgacc gcatccacgt cctccacccc 480 

9^99g9tacc tcatcacccc ggcctggctt tgggaaaagt acggcctgag gcccgaccag 540 

tgggccgact accgggccct gaccggggac gagtccgaca accttcccgg ggtcaagggc 600 

atcggggaga agacggcgct, caagcttctg aaggagtggg ggagcctgga agccctcctc 660 

aagaacctgg accggctgaa gcccgccatc cgggagaaga tcctggccca catggacgat 720 

ctgaagctct cctgggacct ggccaaggtg cgcaccgacc tgcccctgga ggtggacttc 780 

gccaaaaggc gggagcccga ccgggagggg cttaaggcct ttctggagag gcttgagttt 840 

ggcagcctcc tccacgagtt cggccttctg ggaggggaga agccccggga ggaggccccc 900 

tggcccccgc cggaaggggc cttcgtgggc tttgtgcttt cccgcaagga gcccatgtgg 960 

gccgatcttc tggccctggc cgcctgcagg ggcggccgcg tgcaccgggc agcagacccc 1020 

ttggcggggc taaaggacct caaggaggtc cggggcctcc tcgccaagga cctcgccgtc 1080 

ttggcctcga gggaggggct agacctcgtg cccggggacg accccatgct cctcgcctac 1140 

ctcctggacc cttcgaacac cacccccgag ggggtggcgc ggcgctacgg gggggagtgg 1200 

acggaggacg ccgcccaccg ggccctcctc tcggagaggc tccatcggaa cctccttaag 1260 

cgcctcgagg gggaggagaa gctcctttgg ctctaccacg aggtggaaaa gcccctctcc 1320 

cgggtcctgg cccatatgga ggccaccggg gtacggcggg acgtggccta ccttcaggcc 1380 

ctttccctgg agcttgcgga ggagatccgc cgcctcgagg aggaggtctt ccgcttggcg 1440 

ggccacccct tcaacctcaa ctcccgggac cagctggaaa gggtgctctt tgacgagctt 1500 

aggcttcccg ccttgaagaa gacgaagaag acaggcaagc gctccaccag cgccgcggtg 1560 

ctggaggccc tacgggaggc ccaccccatc gtggagaaga tcctccagca ccgggagctc 1620 

accaagctca agaacaccta cgtggacccc ctcccaagcc tcgtccaccc gaggacgggc 1680 
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cgcctccaca 


cccgcttcaa 


ccagacggcc 


acggccacgg 


ggaggcttag 


tagctccgac 


1740 


cccaacctgc 


agaacatccc 


cgtccgcacc 


cccttgggcc 


agaggatccg 


ccgggccttc 


T O n 


gtggccgagg 


cgggttgggc 


gttggtggcc 


ctggactata 


gccagataga 


gctccgcgtc 


1 O ^ f\ 


ctcgcccacc 


tctccgggga 


cgaaaacctg 


atcagggtct 


tccaggaggg 


gaaggacatc 


T Q O A 


cacacccaga 


ccgcaagctg 


gatgttcggc 


gtccccccgg 


aggccgtgga 


ccccctgatg 


1 A O A 

1980 


cgccgggcgg 


ccaagacggt 


gaacttcggc 


gtcctctacg 


gcatgtccgc 


ccataggctc 


2040 


tcccaggagc 


ttgccatccc 


ctacgaggag 


gcggtggcct 


ttatagagcg 


ctacttccaa 


2100 


agcttcccca 


aggtgcgggc 


ctggatagaa 


aagaccctgg 


aggaggggag 


gaagcggggc 


2160 


tacgtggaaa 


ccctcttcgg 


aagaaggcgc 


tacgtgcccg 


acctcaacgc 


ccgggtgaag 


2220 


agcgtcaggg 


aggccgcgga 


gcgcatggcc 


ttcaacatgc 


ccgtccaggg 


caccgccgcc 


2280 


gacctcatga 


agctcgccat 


ggtgaagctc 


ttcccccgcc 


tccgggagat 


gggggcccgc 


2340 


atgctcctcc 


aggtcgccaa 


cgagctcctc 


ctggaggccc 


cccaagcgcg 


ggccgaggag 


2400 


gtggcggctt 


tggccaagga 


ggccatggag 


aaggcctatc 


ccctcgccgt 


gcccctggag 


2460 


gtggaggtgg 


ggatggggga 


ggactggctt 


tccgccaagg 


gtcaccacca ccaccaccac 


2520 



<210> 544 

<211> 840 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 544 

Met Asn Ser Glu Ala Met Leu. Pro Leu Phe Glu Pro Lys Gly Arg Val 
1 5 ,10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 

35 , * 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Ala Val 
50 55 60 

lie Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr 
65 70 75 80 

Gly Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg 
85 90 95 
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Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg 
100 105 110 

Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu Ala 
115 120 125 

Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp 
130 135 140 

Lys Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro 
145 150 155 160 

Glu Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu 
165 170 175 

Arg Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser 
180 185 190 

Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu Lys 
195 200 205 

Leu Leu Lys Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Ash Leu Asp 
210 215 220 

Arg Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp 
225 230 - 235 240 

Leu Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Gly Leu Lys 
260 265 270 

Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly 
275 280 285 

Leu Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro Trp Pro Pro Pro 
290 295 300 

Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp 
305 310 315 320 

Ala Asp Leu Leu Ala Leu Ala Ala Cys Arg Gly Gly Arg Val His Arg 
325 330 335 

Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly 
340 345 350 

Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp 
355 360 365 

Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro 
370 375 380 

Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp 
385 390 395 400 

Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg 
405 410 ' 415 

Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr 
420 425 430 
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His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
435 440 445 

Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu 
450 455 460 

Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala 
465 470 475 480 

Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 495 

Phe Asp Glu' Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly 
500 505 510 

Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His 
515 520 525 

Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys 
530 535 540 

Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly 
545 550 555 560 

Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu 
565 570 575 

Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu 
580 585 590 

Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu 
595 600 605 

Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu 
.610 615 620 

Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie 
625 630 635 640 

His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val 
645 650 655 

Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu 
660 665 670 

Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr 
675 680 685 

Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys 
690 695 700 

Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly 
705 710 715 720 

Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn 
725 730 735 

Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn 
740 745 750 

Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val 
755 760 765 
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Lys Leu Phe Pro Arg Leu Arg 
770 775 



Glu Met Gly Ala Arg Met Leu Leu Gin 
780 



Val Ala Asn Glu Leu Leu Leu 
785 790 



Glu Ala Pro Gin Ala Arg Ala Glu Glu 
795 800 



Val Ala Ala Leu Ala Lys Glu 
805 



Ala Met Glu Lys Ala Tyr Pro Leu Ala 
810 815 



Val Pro Leu Glu Val Glu Val 
820 



Gly Met Gly Glu Asp Trp Leu Ser Ala 
825 830 



Lys Gly His His His His His 
835 



His 
840 



<210> 545 
<2li> 50 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 545 

9999^9^^9^ cggcgctcag gcttctgaag gagtggggga gcctggaagc 50 
<210> 546 
<211> 50 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 546 

gcttccaggc tcccccactc cttcagaagc ttgagcgccg tcttctcccc 50 
<210> 547 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

'<223> Synthetic 
<400> 547 

ctggtcggga cggacgccaa tgagggtgtg aag 33 
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<210> 548 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 548 

gtccgtcccg accagaat 18 

<210> 549 

<211> 1008 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 549 



atgggtgcgg 


atattggtga 


cctctttgag 




tcgagcttga 


gtacttctca 


60 


ggaaagaaaa 


ttgccgttga 


tgctttcaac 


acgctatacc 


agttcatctc 


gataataagg 


120 


cagcctgacg 


gtacgccgtt 


aaaggactca 


cagggcagaa 


tcacctctca 


cctttccgga 


180 


atcctataca 


gagtctccaa 


catggtcgag 


gtgggaatca 


ggccggtgtt 


tgtattcgac 


240 


ggagagccac 


cggagttcaa 


gaaggctgaa 


attgaggaga 


ggaaaaagag 


aagggctgag 


300 


gcagaggaga 


tgtggattgc 


ggctttgcag 


gcaggagata 


aggacgcgaa 


aaagtatgct 


360 


caggctgcag 


ggagggttga 


cgagtacatt 


gttgactccg 


caaagacgct 


tttaagttac 


420 


atggggattc 


cctttgtcga 


tgccccgtct 


gaaggagagg 


cgcaggctgc 


ttacatggca 


480 


gcaaaaggcg 


atgtggagta 


cacaggaagc 


caggattacg- 


attctctgct 


cttcggaagc 


540 


ccgagactcg 


ccagaaatct 


cgcaataacg 


ggaaaaagga 


agcttcccgg 


caaaaatgtc 


600 


tatgtggatg 


taaagccgga 


gataataatt 


ctggaaagca 


acctcaaaag 


gctgggtttg 


660 


acgagggagc 


agctcatcga 


catagcgatt 


ctggtcggga 


cggacgccaa 


tgagggtgtg 


720 


aagggtgtcg 


gcgtcaagaa 


ggctttgaac 


tacatcaaga 


cctacggaga 


tattttcagg 


780 


gcactcaagg 


ctctgaaagt 


aaatattgac 


cacgtagagg 


agataaggaa 


tttcttcctg 


840 


aatcctcctg 


tgactgacga 


ctacagaata 


gagttcaggg 


agcctgactt 


tgagaaggcc 


900 


atcgagttcc 


tgtgcgagga 


gcacgacttc 


agcagggaga 


gggtcgagaa 


ggccttggag 


960 


aagctcaaag 


ctctgaagtc 


aacccaggcc 


acgcttgaga 


ggtggttc 




1008 
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<210> 550 

<211> 336 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 550 

Met Gly Ala Asp lie Gly Asp Leu Phe Glu Arg Glu Glu Val Glu Leu 
1 5 10 15 

Glu Tyr Phe Ser Gly Lys Lys lie Ala Val Asp Ala Phe Asn Thr Leu 

20 ' 25 30 

Tyr Gin Phe lie Ser lie lie Arg Gin Pro Asp Gly Thr Pro Leu Lys 
35 40 "45 

Asp Ser Gin Gly Arg lie Thr Ser His Leu Ser Gly lie Leu Tyr Arg 
50 55 60 

Val Ser Asn Met Val Glu Val Gly He Arg Pro Val Phe Val Phe Asp 
65 70 ^ 75 80 

Gly Glu Pro Pro Glu Phe Lys Lys Ala Glu He Glu Glu Arg Lys Lys 
85 90 . 95 

Arg Arg Ala Glu Ala Glu Glu Met Trp He Ala Ala Leu Gin Ala Gly 
100 105 110 

Asp Lys Asp Ala Lys Lys Tyr Ala Gin Ala Ala Gly Arg Val Asp Glu 
115 120 125 

Tyr He Val Asp Ser Ala Lys Thr Leu Leu Ser Tyr Met Gly He Pro 
130 135 140 

Phe Val Asp Ala Pro Ser Glu Gly Glu Ala Gin Ala Ala Tyr Met Ala 
145 150 155 160 

Ala Lys Gly Asp Val Glu Tyr Thr Gly Ser Gin Asp Tyr Asp Ser Leu 
165 170 175 

Leu Phe Gly Ser Pro Arg Leu Ala Arg Asn Leu Ala He Thr Gly Lys- 
180 185 190 

Arg Lys Leu Pro Gly Lys Asn Val Tyr Val Asp Val Lys Pro Glu He 
195 200 205 

He He Leu Glu Ser Asn Leu Lys Arg Leu Gly Leu Thr Arg Glu Gin 
210 215 220 

Leu He Asp He Ala He Leu Val Gly Thr Asp Ala Asn Glu Gly Val 
225 230 235 240 

Lys Gly Val Gly Val Lys Lys Ala Leu Asn Tyr He Lys Thr Tyr Gly 
245 250 255 
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Asp lie Phe Arg Ala Leu Lys Ala Leu Lys Val Asn lie Asp His Val 
260 265 270 

Glu Glu lie Arg Asn Phe Phe Leu Asn Pro Pro Val Thr Asp Asp Tyr 
275 280 285 

Arg lie Glu Phe Arg Glu Pro Asp Phe Glu Lys Ala lie Glu Phe Leu 
290 295 300 

Cys Glu Glu His Asp Phe Ser Arg Glu Arg Val Glu Lys Ala Leu Glu 
305 310 315 320 

Lys Leu Lys Ala Leu Lys Ser Thr Gin Ala Thr Leu Glu Arg Trp Phe 
325 330 335 

<210> 551 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 551 

ctggtcggga cggacaggaa tgagggtgtg aag 33 
<210> 552 
<211> 1008 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 552 



atgggtgcgg atattggtga cctctttgag 


agggaagagg 


tcgagcttga 


gtacttctca 


60 


ggaaagaaaa 


ttgccgttga 


tgctttcaac 


acgctatacc 


agttcatctc 


gataataagg 


120 


cagcctgacg 


gtacgccgtt 


aaaggactca 


cagggcagaa 


tcacctctca 


cctttccgga 


180 


atcctataca 


gagtctccaa 


catggtcgag 


gtgggaatca 


ggccggtgtt 


.tgtattcgac 


240 


ggagagccac 


cggagttcaa 


gaaggctgaa 


attgaggaga 


ggaaaaagag 


aagggctgag 


300 


gcagaggaga 


tgtggattgc 


ggctttgcag 


gcaggagata 


aggacgcgaa 


aaagtatgct 


360 


caggctgcag 


ggagggttga 


cgagtacatt 


gttgactccg 


caaagacgct 


tttaagttac 


420 


atggggattc 


cctttgtcga 


tgccGcgtct 


gaaggagagg 


cgcaggctgc 


ttacatggca 


480 


gcaaaaggcg 


atgtggagta 


cacaggaagc 


caggattacg 


attctctgct 


cttcggaagc 


540 


ccgagactcg 


ccagaaatct 


cgcaataacg 


ggaaaaagga 


agcttcccgg 


caaaaatgtc 


600 
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tatgtggatg taaagccgga gataataatt ctggaaagca acctcaaaag gctgggtttg 660 
acgagggagc agctcatcga catagcgatt ctggtcggga cggacaggaa tgagggtgtg 720 
aagggtgtcg gcgtcaagaa ggctttgaac tacatcaaga cctacggaga tattttcagg 780 
gcactcaagg ctctgaaagt aaatattgac cacgtagagg agataaggaa tttcttcctg 840 
aatcctcctg tgactgacga ctacagaata gagttcaggg agcctgactt tgagaaggcc 900 
atcgagttcc tgtgcgagga gcacgacttc agcagggaga gggtcgagaa ggccttggag 960' 
aagctcaaag ctctgaagtc aacccaggcc acgcttgaga ggtggttc 1008 
<210> 553 
<211> 336 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 553 

Met Gly Ala Asp lie Gly Asp Leu Phe Glu Arg Glu Glu Val Glu Leu 
15 10 15 

Glu Tyr Phe Ser Gly Lys Lys lie Ala Val Asp Ala Phe Asn Thr Leu 

20 25 30 * 

Tyr Gin Phe lie Ser lie lie Arg Gin Pro Asp Gly Thr Pro Leu Lys 
35 40 45 

Asp Ser Gin Gly Arg lie Thr Ser His Leu Ser Gly lie Leu Tyr Arg 
50 55 60 

Val Ser Asn Met Val Glu Val Gly He Arg Pro Val Phe Val Phe Asp 
65 70 75 80 

Gly Glu Pro Pro Glu Phe Lys Lys Ala Glu lie Glu Glu Arg Lys Lys 
85 90 95 

Arg Arg Ala Glu Ala Glu Glu Met Trp He Ala Ala Leu Gin Ala Gly 
100 105 110 

Asp Lys Asp Ala Lys Lys Tyr Ala Gin Ala Ala Gly Arg Val Asp Glu 
115 120 125 

Tyr He Val Asp Ser Ala Lys Thr Leu Leu Ser Tyr Met Gly He Pro 
130 135 140 

Phe Val Asp Ala Pro Ser Glu Gly Glu Ala Gin Ala Ala Tyr Met Ala 
145 150 155 160 
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Ala Lys Gly Asp Val Glu Tyr Thr Gly Ser Gin Asp Tyr Asp Ser Leu 
165 170 175 

Leu Phe Gly Ser Pro Arg Leu Ala Arg Asn Leu Ala lie Thr Gly Lys 
180 185 190 

Arg Lys Leu Pro Gly Lys Asn Val Tyr Val Asp Val Lys Pro Glu lie 
195 200 205 

lie lie Leu Glu Ser Asn Leu Lys Arg Leu Gly Leu Thr Arg Glu Gin 
210 215 220 

Leu lie Asp lie Ala lie Leu Val Gly Thr Asp Arg Asn Glu Gly Val 
225 230 235 . 240 

Lys Gly Val Gly Val Lys Lys Ala Leu Asn Tyr lie Lys Thr Tyr Gly 
245 250 255 

Asp lie Phe Arg Ala Leu Lys Ala Leu Lys Val Asn lie Asp His Val 
260 265 270 

Glu Glu lie Arg Asn Phe Phe Leu Asn Pro Pro Val Thr Asp Asp Tyr 
275 280 285 

Arg lie Glu Phe Arg Glu Pro Asp Phe Glu Lys Ala lie Glu Phe Leu 
290 . 295 30.0 

Cys Glu Glu His Asp Phe Ser Arg Glu Arg Val Glu Lys Ala Leu Glu 
305 310 315 320 

Lys Leu Lys Ala Leu Lys Ser Thr Gin Ala Thr Leu Glu Arg Trp Phe 
325 330 335 

<210> 554 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<40G> 554 

gaaccacctc tcaagcgtgg 
<210> 555 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 555 

acgcttgaga ggtggttcct ggaggaggcc ccctgg 
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<210> 556 

<211> 1011 

<212> DNA 

<213> Archaeoglobus fulgidus 

<400> 556 





a.L.ciL.LyyL.ycl 


L.'-L.'L'L.'L-L. L.yay 




tcgagcttga 


gtacttctca 


60 


gg a a agd. a a a. 


u ugccgc. cga 


4~ ^^f* 4" 4~ 4*' 3 a 
L.gCt CL.Ca.aC 


acgctatacc 


agttcatctc 


gataataagg 


12 0 




g LaCy ccg u l. 


aaayyac uca 


cagggcagaa 


tcacctctca 


cctttccgga 


180 




g a. y L. C t C C a. a 


Cacyy Lcydy 


gtgggaatca 


ggccggtgtt 


tgtattcgac 


240 


gydgagccac 


r^t~mzi ("rf" i~ ^ a a 

cggag u u v^dd 


oa a Of~T/^^ na a 
y a.ayy(^ Lyaa 


attgaggaga ggaaaaagag aagggctgag 


300 


gcagaggaga 


L-gLggau ugc 


ggc c ccycdg 


gcaggagata 


aggacgcgaa 


aaagtatgct 


360 


Caggccgcag 


ggaggg L. ego. 


Cgdg CaCaC. t 


gttgactccg 


caaagacgct 


tttaagttac 


420 


a cgggga t c c 


c c t L. L. g t. cga 


cgccccgccu 


gaaggagagg 


cgcaggctgc 


ttacatggca 


t o v 


gcaaaaggcg 


atgtggagta 


cacaggaagc 


caggattacg 


attctctgct 


cttcggaagc 


540 


ccgagactcg 


ccagaaatct 


cgcaataacg 


ggaaaaagga 


agcttcccgg 


caaaaatgtc 


600 


tatgtggatg 


taaagccgga 


gataataatt 


ctggaaagca 


acctcaaaag 


gctgggtttg 


660 


acgagggagc 


agctcatcga 


catagcgatt 


ctggtcggga 


cggactacaa 


tgagggtgtg 


720 


aagggtgtcg 


gcgtcaagaa 


ggctttgaac 


tacatcaaga 


cctacggaga 


tattttcagg 


780 


gcactcaagg 


ctctgaaagt 


aaatattgac 


cacgtagagg 


agataaggaa 


tttcttcctg 


840 


aatcctcctg 


tgactgacga 


ctacagaata 


gagttcaggg 


agcctgactt 


tgagaaggcc 


900 


atcgagttcc 


tgtgcgagga 


gcacgacttc 


agcagggaga .gggtcgagaa 


ggccttggag 


960 


aagctcaaag 


ctctgaagtc 


aacccaggcc 


acgcttgaga 


ggtggttctg 


a 


1011 



<210> 557 - 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 557 

taatctgtat caggctg 17 
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<210> 558 

<211> 2526 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 558 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


ag999ccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 
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gagcttaggc ttcccgcctt gaagaagacg aagaagacag gcaagcgctc caccagcgcc 1560 

gcggtgctgg aggccctacg ggaggcccac cccatcgtgg agaagatcct ccagcaccgg 1620 

gagctcacca agctcaagaa cacctacgtg gaccccctcc caagcctcgt ccacccgagg 1680 

acgggccgcc tccacacccg cttcaaccag acggccacgg ccacggggag gcttagtagc 174 0 

tccgacccca acctgcagaa catccccgtc cgcaccccct tgggccagag gatccgccgg 1800 

gccttcgtgg ccgaggcggg ttgggcgttg gtggccctgg actatagcca gatagagctc 1860 

cgcgtcctcg cccacctctc cggggacgaa aacctgatca gggtcttcca ggaggggaag 1920 

gacatccaca cccagaccgc aagctggatg ttcggcgtcc ccccggaggc cgtggacccc 1980 

ctgatgcgcc gggcggccaa gacggtgaac ttcggcgtcc tctacggcat gtccgcccat 2040 

aggctctccc aggagcttgc catcccctac gaggaggcgg tggcctttat agagcgctac 2100 

ttccaaagct tccccaaggt gcgggcctgg atagaaaaga ccctggagga ggggaggaag 2160 

cggggctacg tggaaaccct cttcggaaga aggcgctacg tgcccgacct caacgcccgg 2220 

gtgaagagcg tcagggaggc cgcggagcgc atggccttca acatgcccgt ccagggcacc 2280 

gccgccgacc tcatgaagct cgccatggtg aagctcttcc cccgcctccg ggagatgggg 2340 

gcccgcatgc tcctccaggt cgccaacgag ctcctcctgg aggcccccca agcgcgggcc 2400 

gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 

ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggtca ccaccaccac 2520 

caccac 2526 
<210> 559 
<211> 2643 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223>- Synthetic 
<400> 559 

atgggtgcgg atattggtga cctctttgag agggaagagg tcgagcttga gtacttctca 60 

ggaaagaaaa ttgccgttga tgctttcaac acgctatacc agttcatctc gataataagg 120 

cagcctgacg gtacgccgtt aaaggactca cagggcagaa tcacctctca cctttccgga 180 

atcctataca gagtctccaa catggtcgag gtgggaatca ggccggtgtt tgtattcgac 240 

ggagagccac cggagttcaa gaaggctgaa attgaggaga ggaaaaagag aagggctgag 300 

gcagaggaga tgtggattgc ggctttgcag gcaggagata aggacgcgaa aaagtatgct 360 

caggctgcag ggagggttga cgagtacatt gttgactccg caaagacgct tttaagttac 420 
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atggggat tc 


ccuccgccga 


ugccccgcc L 


gaaygagayg 


cy ^-.a.yy uy 


u uded uy y Xrfd 


•± o u 


gcaaaaggcg 


atgtggagta 


cacaggaagc 


caggat. cacg 


3 ^ t~ f* t" 

auucuccyi^L. 


t- u u. eyy ddy 




ccgagactcg 


ccagaaatct 


cgcaataacg 


ggaaaaagga 


agccccccyy 


eddddd uy ce 


n n 

D VJ u 


tatgtggatg 


taaagccgga 


gataataat t 


c tggaaagca 


o 4~ /"i 2 ^ ^ s 
a C L. C d d dcxy 


ye.L.yyy uy 


A n 

D O U 


acgagggagc 


agctcatcga 


catagcgat t 


c uggccggga 


c y y a c c cid 


tgagggugcg 




aagggtgtcg 


gcgtcaagaa 


ggc t t tgaac 


uacaucaaga 


4— o /~</~f ^ <^ 3 

ccuacyydy d 


L. d L. L. L. L. ^y y 


/ o u 


gcactcaagg 


ctctgaaagt 


aaatattgac 


cacgtagagg 


agauaayyaa 


L.ut.CL.t.cety 


Ort u 


aatcctcctg 


tgactgacga 


ctacagaata 


gagttcaggg 


agcccgacc L 


egagddyy CC 


J U VJ 


atcgagttcc 


tgtgcgagga 


gcacgacttc 


age agggag a 


gggt cgagaa 


ggc c t- cggag 




aagctcaaag 


ctctgaagtc 


aacccaggcc 


acgcttgaga 


gguggcucct 


gydyy dyy CC 


X U Z U 


ccctggcccc 


cgccggaagg 


ggccttcgtg 


ggc t teg tec 


uc ucccgccc 


egagcccatg 


1 n ft n 
X u o u 


tgggcggagc 


ttaaagccct 


ggccgcccgc 


aggggcggcc 


y cy cycdccy 


yy cdy cdgdt* 


114 0 


cccttggcgg 


ggctaaagga 


cctcaaggag 


gtccggggcc 


uccccgccaa 


gydcc c-cy cc 


1 900 


gtcttggcct 


cgagggaggg 


gctagacct c 


gcgcccgggg 


acgaccccdL. 


gc L.CC ccycc 


1 9A0 
xz o u 


tacctcctgg 


acccttcgaa 


caccaccccc 


gagggggtgg 


cgcggcgcta 


cgggggggag 


1 "5 9 n 

X^Z u 


tggacggagg 


acgccgccca 


ccgggccctc 


ctctcggaga 


ggctccatcg 


gaaeetee t t 


17 0 0 
X J O w 


aagcgcctcg 


agggggagga 


gaagctcct t 


tggctctacc 


acgaggtgga 


aaagccccuc 


1 AA*0 
X^^ U 


tcccgggtcc 


tggcccatat 


ggaggccacc 


ggggt acggc 


gggacgcggc 


C UdCC L. LCdy 


1 O 0 

X o w u 


gcccfcttccc 


tggagcttgc 


ggaggaga t c 


cgccgcctcg 


aggaggaggt. 


ct.L.ccgcL.t.g 


1 ^^ o 

X30 U 


gcgggccacc 


ccttcaacct 


caacucccgg 


gaccagc t.gg 


dddygy eye t- 


c t u cydcydg 


1 fi9 0 

X Q ^ U 


cttaggcttc 


ccgccttgaa 


gaagacgaag 


aagacaggca 


agcgccecae 


cagcgecgcg 


1 fiflO 
XOOv 


gtgctggagg 


ccctacggga 


ggcccacccc 


atcgtggaga 


agacccT-cca 


gcaccgggag 


174 0 
X / 4 U 


ctcaccaagc 


tcaagaacac 


ctacgtggac 


cccctcccaa 


y-^ y*^ 4— y^ y-^f 4" y^ ^ 

gee t cgucca 


cccgaggacg 


1 fton 

XO U w 


ggccgcct cc 


acacccgctt 


caaccagacg 


gccacggcca 




L-dy cdy cl.cc 


X o o u 


gaccccaacc 


tgcagaacat 


ccccgtccgc 


accccc c egg 


geeagaggac 


ccy ccyyycc 


1 Q90 


uccgcggccg 


aggcgggtcg 


ggcgccggcg 




dCdy v^Cdy d 


dydyc ucv— y e. 


1 QflO 
X ^ o v 


gt cct cgccc 


acctct ccgg 


ggacgaaaac 


ccgatcaggg 


ce ueo^edyy d 


y y y y ^^yy 


9 04 0 

^ U *X V 


atccacaccc 


agaccgcaag 


ctggatgttc 


ggcgtccccc 


eggaggccgt 


ggacccectg 


2100 


atgcgccggg 


cggccaagac 


ggtgaacttc 


ggcgtcctct 


aeggeatgtc 


cgcccatagg . 


2160 


ctctcccagg 


agcttgccat 


cccctacgag 


gaggcggtgg 


eetttataga 


gegctaette 


2220 


caaagcttcc 


ccaaggtgcg 


ggcctggata 


gaaaagaccc 


tggaggaggg 


gaggaagcgg 


2280 



- 706 - 



ggctacgtgg aaaccctctt cggaagaagg cgctacgtgc ccgacctcaa cgcccgggtg 2340 
aagagcgtca gggaggccgc ggagcgcatg gccttcaaca tgcccgtcca gggcaccgcc 2400 
gccgacctca tgaagctcgc catggtgaag ctcttccccc gcctccggga gatgggggcc 2460 
cgcatgctcc tccaggtcgc caacgagctc ctcctggagg ccccccaagc gcgggccgag 2520 
gaggtggcgg ctttggccaa ggaggccatg gagaaggcct atcccctcgc cgtgcccctg 2580 
gaggtggagg tggggatggg ggaggactgg ctttccgcca agggtcacca ccaccaccac 2 64 0 
cac 2643 
<210> 560 
<211> 881 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 560 

Met Gly Ala Asp lie Gly Asp Leu Phe Glu Arg Glu Glu Val Glu Leu 
1 5 .10 15 

Glu Tyr Phe Ser Gly Lys Lys He Ala Val Asp Ala Phe Asn Thr Leu 
20 25 30 

Tyr Gin Phe He Ser He He Arg Gin Pro Asp Gly Thr Pro Leu Lys 
35 40 45 

Asp Ser Gin Gly Arg He Thr Ser His Leu Ser Gly He Leu Tyr Arg 
50 55 60 

Val Ser Asn Met Val Glu Val Gly He Arg Pro Val Phe Val Phe Asp 
65 70 75 80 

Gly Glu Pro Pro Glu Phe Lys Lys Ala Glu He Glu Glu Arg Lys Lys 
85 90 95 

Arg Arg Ala Glu Ala Glu Glu Met Trp He Ala Ala Leu Gin Ala Gly 
100 105 110 

Asp Lys Asp Ala Lys Lys Tyr Ala Gin Ala Ala Gly Arg Val Asp Glu 
115 120 125 

Tyr He Val Asp Ser Ala Lys Thr Leu Leu Ser Tyr Met Gly He Pro 
130 135 140 

Phe Val Asp Ala Pro Ser Glu Gly Glu Ala Gin Ala Ala Tyr Met Ala 
145 150 155 160 

Ala Lys Gly Asp Val Glu Tyr Thr Gly Ser Gin Asp Tyr Asp Ser Leu 
165 170 175 
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Leu Phe Gly Ser Pro Arg Leu Ala Arg Asn Leu Ala lie Thr Gly Lys 
180 185 190 

Arg Lys Leu Pro Gly Lys Asn Val Tyr Val Asp Val Lys Pro Glu lie 
195 200 205 

lie lie Leu Glu Ser Asn Leu Lys Arg Leu Gly Leu Thr Arg Glu Gin 
210 ■ 215 220 

Leu lie Asp lie Ala lie Leu Val Gly Thr Asp Tyr Asn Glu Gly Val 
225 230 235 240 

Lys Gly Val Gly Val Lys Lys Ala Leu Asn Tyr lie Lys Thr Tyr Gly 
245 - 250 255 

Asp lie Phe Arg Ala Leu Lys Ala Leu Lys Val Asn lie Asp His Val 
260 265 270 

Glu Glu lie Arg Asn Phe Phe Leu Asn Pro Pro Val Thr Asp Asp Tyr 
275 280 285 ; 

Arg lie Glu Phe Arg Glu Pro Asp Phe Glu Lys Ala lie Glu Phe Leu 
290 295 300 

Cys Glu Glu His Asp Phe Ser Arg Glu Arg Val Glu Lys Ala Leu Glu 
305 310 315 320 

Lys Leu Lys Ala Leu Lys Ser Thr Gin Ala Thr Leu Glu Arg Trp Phe 
325 330 335 

Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Phe 
340 345 3,50 

Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Lys Ala Leu Ala 
355 . 360 365 

Ala Cys Arg Gly Gly Arg Val His Arg Ala Ala Asp Pro Leu Ala Gly 
370 375 380 

Leu Lys Asp Leu Lys Glu Val Arg Gly Leu Leu Ala Lys Asp Leu Ala 
385 390 395 400 

Val Leu Ala Ser Arg Glu Gly Leu Asp Leu Val Pro Gly Asp Asp Pro 
405 410 415 

Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly 
420 425 430 

Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu Asp Ala Ala- His Arg 
435 440 445 

Ala Leu Leu Ser Glu Arg Leu His Arg Asn Leu Leu Lys Arg Leu Glu 
450 455 460 

Gly Glu Glu Lys Leu Leu Trp Leu Tyr His Glu Val Glu Lys Pro Leu 
465 470 475 480 

Ser Arg Val Leu Ala His Met Glu Ala Thr Gly Val Arg Arg Asp Val 
485 490 495 

Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg 
500 5Q5 510 
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Leu Glu 

Ser Arg 
530 

Ala Leu 
545 

Val Leu 

Gin His 

Pro Ser 

Gin Thr 
610 

Gin Asn 
625 

Phe Val 
He Glu 
Arg Val 



Glu Glu 
515 

Asp Gin 

Lys Lys 

Glu Ala 

Arg Glu 
580 

Leu Val 
595 

Ala Thr 
He Pro 
Ala Glu 



Leu Arg 
660 

Phe Gin 
675 



Val Phe 
Leu Glu 



Arg Leu 
520 

Arg Val 
535 



Thr Lys 
550 

Leu Arg 
565 



Lys Thr 
Glu Ala 
Leu Thr Lys Leu 



Met Phe 
690 



Gly Val 
Thr Val 
Leu Ser Gin Glu 



Ala Lys 
705 



His Pro 

Ala Thr 

Val Arg 
630 

Ala Gly 
645 

Val Leu 
Glu Gly 
Pro Pro 



Asn Phe 
710 

Leu Ala 
725 



Arg Thr 
600 

Gly Arg 
615 

Thr Pro 

Trp Ala 

Ala His 

Lys Asp 
680 

Glu Ala 
695 

Gly Val 
He Pro 



Glu Arg 
Thr Leu 



Arg Arg 
770 

Glu Ala 
785 



tyr Phe 
740 

Glu Glu 
755 

Arg Tyr 
Ala Glu 



Gin Ser Phe Pro 
Gly Arg 
Val Pro 



Lys Arg 
760 



Ala Asp Leu Met 
Glu Met 
Glu Ala 



Arg Met 
790 

Lys Leu 
805 



Asp Leu 
775 

Ala Phe 
Ala Met 



Gly Ala 
820 



Pro Gin 
835 



Arg Met Leu Leu 

Ala Arg Ala Glu 
840 



Ala Gly His 

Leu Phe Asp 

Gly Lys Arg 
555 

His Pro He 
570 

Lys Asn Thr 
585 

Gly Arg Leu 

Leu Ser Ser 

Leu Gly Gin 
£35 

Leu Val Ala 
650 

Leu Ser Gly 
665 

He His Thr 

Val Asp Pro 

Leu Tyr Gly 
715 

Tyr Glu Glu 
730 

Lys Val Arg 
745 

Gly Tyr Val 
Asn Ala Arg 



Asn Met Pro 
795 

Val Lys Leu 
810 

Gin Val Ala 
825 



Pro 

Glu 
540 

Ser 
Val 
Tyr 
His 



Ser* 
620 

Arg 



Phe Asn Leu Asn 
525 

Leu Arg Leu Pro 



Thr Ser Ala Ala 
560 

Glu Lys He Leu 
575 

Val Asp Pro Leu 
590 

Thr Arg Phe Asn 
605 

Asp Pro Asn Leu 



Leu 

Asp 

Gin 

Leu 
700 

Met 

Ala 

Ala 

Glu 

Val 
780 

Val 
Phe 
Asn 



Glu Val Ala Ala 



He Arg Arg Ala 
640 

Asp Tyr Ser Gin 
655 

Glu Asn Leu He 
670 

Thr Ala Ser Trp 
685 

Met Arg Arg Ala 



Ser Ala His Arg 
720 

Val Ala Phe He 
735 

Trp He Glu Lys 
750 

Thr Leii Phe Gly 
765 

Lys Ser Val Arg 



Gin Gly Thr Ala 
800 

Pro Arg Leu Arg 
815 

Glu Leu Leu Leu 
830 

Leu Ala Lys Glu 
845 



- 709 - 



Ala Met Glu Lys Ala Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val 
850 855 860 

Gly Met Gly Glu Asp Trp Leu Ser Ala Lys Gly His His His His His 
865 870 875 880 

His 



<210> 561 

<211> 21 . 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 561 

ggttgacttc agagctttga g 21 
<210> 562 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 562 

aaagctctga agtcaaccct ggaggaggcc ccctgg 36 
<210> 563 
<211> 2619 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 563 

atgggtgcgg atattggtga cctctttgag agggaagagg tcgagcttga gtacttctca 60 
ggaaagaaaa ttgccgttga tgctttcaac acgctatacc agttcatctc gataataagg 120 
cagcctgacg gtacgccgtt aaaggactca cagggcagaa tcacctctca cctttccgga 180 
atcctataca gagtctccaa catggtcgag gtgggaatca ggccggtgtt tgtattcgac 240 
ggagagccac cggagttcaa gaaggctgaa attgaggaga ggaaaaagag aagggctgag 300 
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gcagaggaga 


tgtggattgc 


ggctttgcag 


gcaggagata 


aggacgcgaa 


aaagtatgct 


360 


caggctgcag 


ggagggttga 


cgagtacatt 


gttgactccg 


caaagacgct 


tttaagttac 


420 


atggggattc 


cctttgtcga 


tgccccgtct 


gaaggagagg 


cgcaggctgc 


ttacatggca 


480 


gcaaaaggcg 


atgtggagta 


cacaggaagc 


caggattacg 


attctctgct 


cttcggaagc 


540 


ccgagactcg 


ccagaaatct 


cgcaataacg 


ggaaaaagga 


agcttcccgg 


caaaaatgtc 


600 


tatgtggatg 


taaagccgga 


gataataatt 


ctggaaagca 


acctcaaaag 


gctgggtttg 


660 


acgagggagc 


agctcatcga 


catagcgatt 


ctggtcggga 


cggactacaa 


tgagggtgtg 


720 


^^99gtgtcg 


gcgtcaagaa 


ggctttgaac 


tacatcaaga 


cctacggaga 


tattttcagg 


780 


gcactcaagg 


ctctgaaagt 


aaatattgac 


cacgtagagg 


agataaggaa 


tttcttcctg 


840 


aatcctcctg 


tgactgacga 


ctacagaata 


gagttcaggg 

Zi Zi Zj Zj Zj 


agcctgactt 


tgagaaggcc 


900 


atcgagttcc 


tgtgcgagga 


gcacgacttc 


agcagggaga 

Zj Zj Zj zj Zj 


gggtcgagaa 


ggccttggag 

^ Zj ^ zj zj zj 


960 


aagctcaaag 


ctctgaagtc 


aaccctggag 


gaggccccct 


ggcccccgcc 


qqaaqqqqcc 


1020 


ttcgtgggct 


tcgtcctctc 


ccgccccgag 


cccatgtggg 


cggagcttaa 


agccctggcc 


1080 


gcctgcaggg 


gcggccgcgt 


gcaccgggca 


gcagacccct 


tggcggggct 


aaaggacctc 


1140 


aaggaggtcc 


9gg9cctcct: 


cgccaaggac 


ctcgccgtct 


tggcctcgag 


ggaggggcta 

ZJ^ ^^^^ 


1200 


gacctcgtgc 


ccggggacga 


ccccatgctc 


ctcgcctacc 


tcctggaccc 


ttcgaacacc 


1260 


acccccgagg 


gggtggcgcg 


gcgctacggg 


ggggagtgga 


cqqaqqacQC 

_33 — '3 3 


cgcccaccgg 


1320 


gccctcctct 


cgqagaqgct 


ccatcggaac 


ctccttaagc 


qcctcqaqqq 


qqaqqaqaaq 

3 3 **3 3 '-*3'-***3 


1380 


ctcctttggc 


tctaccacga 


ggtggaaaag 


cccctctccc 


gggtcctggc 


ccatatggag 


1440 


gccaccgggg 


tacggcggga 


cgtggcctac 


cttcaggccc 


tttccctgga 


gcttgcggag 

3 3 33 3 


1500 


gagatccgcc 


gcctcgagga 


ggaggtcttc 


cgcttggcgg 


gccacccctt 


caacctcaac 


1560 


tcccgggacc 


agctggaaag 


ggtgctcttt 


gacgagctta 


ggcttcccgc 


cttgaagaag 


1620 


acgaagaaga 


caggcaagcg 


ctccaccagc 


gccgcggtgc 


tggaggccct 


acgggaggcc 

ZJ ZJ ZJ ZJ ZJ 


1680 


caccccatcg 


tggagaagat 


cctccagcac 


cgggagctca 


ccaagctcaa 


gaacacctac 


1740 


gtggaccccc 


tcccaagcct 


cgtccacccg 


aggacgggcc 


gcctccacac 


ccgcttcaac 


1800 


cagacggcca 


cggccacggg 


gaggcttagt 


agctccgacc 


ccaacctgca 


gaacatcccc 


1860 


gtccgcaccc 


ccttgggcca 


gaggatccgc 


cgggccttcg 


tggccgaggc 


gggttgggcg 

333 333 3 


1920 


ttggtggccc 


tggactatag 


ccagatagag 


ctccgcgtcc 


tcgcccacct 


ctccggggac 


1980 


gaaaacctga 


tcagggtctt 


ccaggagggg 


aaggacatcc 


acacccagac 


cgcaagctgg 


2040 


atgttcggcg 


tccccccgga 


ggccgtggac 


cccctgatgc 


gccgggcggc 


caagacggtg 


2100 


aacttcggcg 


tcctctacgg 


catgtccgcc 


cataggctct 


cccaggagct 


tgccatcccc 


2160 
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tacgaggagg cggtggcctt tatagagcgc tacttccaaa gcttccccaa ggtgcgggcc 222 0 
tggatagaaa agaccctgga ggaggggagg aagcggggct acgtggaaac cctcttcgga 2280 
agaaggcgct acgtgcccga cctcaacgcc cgggtgaaga gcgtcaggga ggccgcggag 2340 
cgcatggcct tcaacatgcc cgtccagggc accgccgccg acctcatgaa gctcgccatg 2400 
gtgaagctct tcccccgcct. ccgggagatg ggggcccgca tgctcctcca ggtcgccaac 2460 
gagctcctcc tggaggcccc ccaagcgcgg gccgaggagg tggcggcttt ggccaaggag 252 0 
gccatggaga aggcctatcc cctcgccgtg cccctggagg tggaggtggg gatgggggag 2580 
gactggcttt ccgccaaggg tcaccaccac caccaccac 2619 
<210> 564 
<211> 873 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 564 

Met Gly Ala Asp lie Gly Asp Leu Phe Glu Arg Glu Glu Val Glu Leu 
1 5 10 15 

Glu Tyr Phe Ser .Gly Lys Lys lie Ala Val Asp Ala Phe Asn Thr Leu 
20 25 30 

Tyr Gin Phe lie. Ser lie lie Arg Gin Pro Asp Gly Thr Pro Leu Lys 

35 40 45 . 

Asp Ser Gin Gly Arg lie Thr Ser His Leu Ser Gly lie Leu Tyr Arg 
50 55 60 

Val Ser Asn Met Val Glu Val Gly He Arg Pro Val Phe Val Phe Asp 
65 70 75 80 

Gly Glu Pro Pro Glu Phe Lys Lys Ala Glu He Glu Glu Arg Lys Lys 
85 90 95 

Arg Arg Ala Glu Ala Glu Glu Met Trp He Ala Ala Leu Gin Ala Gly 
100 105 110 

Asp Lys Asp Ala Lys Lys Tyr Ala Gin Ala Ala Gly Arg Val Asp Glu 
115 120 125 

Tyr He Val Asp Ser Ala Lys Thr Leu Leu Ser Tyr Met Gly He Pro 
130 135 140 

Phe Val Asp Ala Pro Ser Glu Gly Glu Ala Gin Ala Ala Tyr Met Ala 
145 150 155 160 

Ala Lys Gly Asp Val Glu Tyr Thr Gly Ser Gin Asp Tyr Asp Ser Leu 
165 170 175 
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Leu Phe Gly Ser Pro Arg Leu Ala Arg Asn Leu Ala lie Thr Gly Lys 
180 185 190 

Arg Lys Leu Pro Gly Lys Asn Val Tyr Val Asp Val Lys Pro Glu lie 
195 200 205 

lie lie Leu Glu Ser Asn Leu Lys Arg Leu Gly Leu Thr Arg Glu Gin 
210 215 220 

Leu lie Asp lie Ala lie Leu Val Gly Thr Asp Tyr Asn Glu Gly Val 
225 230 235 240 

Lys Gly Val Gly Val Lys Lys Ala Leu Asn Tyr lie Lys Thr Tyr Gly 
245 250 255 

Asp lie Phe Arg Ala Leu Lys Ala Leu Lys Val Asn lie Asp His Val 
260 265 . 270 

Glu Glu lie Arg Asn- Phe Phe Leu Asn Pro Pro Val Thr Asp Asp Tyr 
275 280 285 - 

Arg lie Glu Phe Arg Glu Pro Asp Phe Glu Lys Ala lie Glu Phe Leu 
290 295 300 

Cys Glu Glu His Asp Phe Ser Arg Glu Arg Val Glu Lys Ala Leu Glu 
305 310 315 320 

Lys Leu Lys Ala Leu Lys Ser Thr Leu Glu Glu Ala Pro Trp Pro Pro 
325 330 335 

'Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro Met 
340 345 ' 350 

Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val His 
355 360 365 

Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg 
370 375 380 

Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu 
385 390 395 400 

Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp 
405 410 415 

Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu 
420 425 430 

Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His 
435 440 445 

Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu 
450 455 460 

Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu 
465 470 475 480 

Ala Thr. Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu 
485 490 495 

Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu 
500 505 510 
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Ala Gly 



Leu Phe 
530 

Gly Lys 
545 

His Pro 



Lys Asn 
Gly Arg 



Leu Ser 
610 

Leu Gly 
625 

Leu Val 



His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val 
515 520 525 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr 
535 540 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala 
550 555 560 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu 
565 570 575 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr 
580 585 590 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg 
595 600 605 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro 
615 620 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala 
630 635 640 



Leu Ser 

lie His 

Val Asp 
690 

Leu Tyr 
705 

Tyr Glu 

Lys Val 

Gly Tyr 

Asn Ala 
770 

Asn Met 
785 

Val Lys 
Gin Val 
Glu Val 



Ala Leu Asp 
645 

Gly Asp Glu 
660 

Thr Gin Thr 
675 



Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His 
650 655 

Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp 
665 670 

Ala Ser Trp Net Phe Gly Val Pro Pro Glu Ala 
680 ^ 685 



Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val 
695 . 700 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro 
710 715 720 

Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro 
725 730 735 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg 
740 745 750 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu 
755 760 765 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe 
775 780 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met 
790 795 800 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu 
805 810 815 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu 
820 825 830 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu 
835 840 845 
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Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp'Leu Ser 
850 855 860 

Ala Lys Gly His His His His His His 
865 870. 

<210> 565 

<211> 2643 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 565 



atgggtgcgg 


atattggtga 


cctctttgag 


agggaagagg 


tcgagcttga 


gtacttctca 


60 


ggaaagaaaa 


ttgccgttga 


tgctttcaac 


acgctatacc 


agttcatctc 


gataataagg 


120 


cagcctgacg 


gtacgccgtt 


aaaggactca 


cagggcagaa 


tcacctctca 


cctttccgga 


180 


atcctataca 


gagtctccaa 


catggtcgag 


gtgggaatca 


ggccggtgtt 


tgtattcgac 


240 


ggagagccac 


cggagttcaa 


gaaggctgaa 


attgaggaga 


ggaaaaagag 


aagggctgag 


3 00 


gcagaggaga 


tgtggattgc 


ggctttgcag 


gcaggagata 


aggacgcgaa 


aaagtatgct 


360 


caggctgcag 


ggagggttga 


cgagtacatt 


gttgactccg 


caaagacgct 


tttaagttac 


420 


atggggattc 


cctttgtcga 


tgccccgtct 


gaaggagagg 


cgcaggctgc 


ttacatggca 


480 


gcaaaaggcg 


atgtggagta 


cacaggaagc 


caggattacg 


attctctgct 


cttcggaagc ' 


540 


ccgagactcg 


ccagaaatct 


cgcaataacg 


ggaaaaagga 


agcttcccgg 


caaaaatgtc 


600 


tatgtggatg 


taaagccgga 


gataataatt 


ctggaaagca 


acctcaaaag 


gctgggtttg 


660 


acgagggagc 


agctcatcga 


catagcgatt 


ctggtcggga 


cggactacaa 


tgagggtgtg 


720 


aagggtgtcg 


gcgtcaagaa 


ggctttgaac 


tacatcaaga 


cctacggaga 


tattttcagg 


780 


gcactcaagg 


ctctgaaagt 


aaatattgac 


cacgtagagg 


agataaggaa 


tttcttcctg 


840 


aatcctcctg 


tgactgacga 


ctacagaata 


gagttcaggg 


agcctgactt 


tgagaaggcc 


900 


atcgagttcc 


tgtgcgagga 


gcacgacttc 


agcagggaga 


gggtcgagaa 


ggccttggag 


960 


aagctcaaag 


ctctgaagtc 


aacccaggcc 


acgcttgaga 


ggtggttcct 


99aggaggcc 


1020 


ccctggcccc 


cgccggaagg 


ggccttcgtg 


ggcttcgtcc 


tctcccgccc 


cgagcccatg 


1080 


tgggcggagc 


ttaaagccct 


ggccgcctgc 


aggggcggcc 


gcgtccaccg 


ggcccccgag 


1140 


ccttataaag 


ccctcaggga 


cctgaaggag 


gcgcgggggc 


ttctcgccaa 


agacctgagc 


1200 


gttctggccc 


tgagggaagg 


ccttggcctc 


ccgcccggcg 


acgaccccat 


gctcctcgcc 


1260 


tacctcctgg 


acccttcgaa 


caccaccccc 


gagggggtgg 
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cccggcgcta 


cggcggggag 


1320 





ayycyyyyyct 


y^yyy^*— ye^ 


^ u- L> ^ ^y ^y ^ 


cicfpl" pt" t" pap 


caacctactt. 


1380 


■ ^y y ^ ^ y 


*=*yyyyy '^yy^ 


craaactcct t 
^ ^y y ^ w v» ^ ^ 


tQcrct 1 1 acc 

^ x** W w ^ 


acraaaotaaa 
yyy ^yy "-yy ^ 


gaggcccctt 


1440 


L-v^^y^ ^y 




crcr a crcr r* r* a CI 
yy^yy^^d^y 


aacici't" ciccrcc 
yyyy »-yeyee 


^yy^-^y ""yy^ 


c t: a t c c aaa 


1500 




"-yy ^^^yy '-yy ^ 


ccfaaaaaat c 

^* r3 Zj t* w Vrff 


accccrcct ca 


aaaccaaaot 


cttccgcctg 


1560 




r'pt't'r'aacict 

\^ V— • tA \^ V, 


caac t ccccia 
N — ^ iv ^ y y 


cr a c c aa c t cjcr 


aaaacrat cct 


ct t tioacaaQ 

^ w e^ 


1620 


\^L.ayyyv^ 




ciaacrapcicaa 


^^y ^y y ^ « 


aacac tic cac 


caacaccacc 


1680 




ccc uccy cy d 


yyeeedeeee 


a t~ crrl" ona na 
d u ey uy y dy d 


a pia 1" r"' c t" np a 
dydL.ee eyed 


a1" a ppaaaaa 
yedeeyyy dy 


1740 


\^ Ui^aVi^Oclciy 


L.y dcty dy V— dv-. 


r*i~ar'at*'hrtar' 
e ededL. eyde 


ccct" t'Cicccrci 
eeee i-yeeyy 


appt~pat"ppa 

d ^ W ^d L. ^ ^ d 




1800 


i~rf^/^ /^f~^ (~* \~ f~* 

yyccyccL.cc 


dc dec eye e l. 


*^aa(^/^aoar^rT 
eddeedy dey 


y eedey y eed 


p PTPTPTP a nrt p t" 
eyyyedyye e 


a aal" aapt" pp 
ddy Ldy L-.v_.s-. 


1860 


yctL.v^^^dct^L' 


eeedy dded w 


^^eey u-^ey e 


a ccnccir't' "hci 

ex. v_< ^ y y 


ciapaaaaaat" 
y y ^ ^y ^y y ^ ^ 


cc^dccddddd 
^*^y^^yyy^^ 


1920 


uucducy^cy 


dyyciyyyy uy 


yeedL. L.yy L.y 


d c c c 1" crci a c i~ 
yeee ^.yyde e 


a t~ aappaaa t~ 

d e dy e e ciy ci i— 


a rja rtr' /-"a aa 
^y ^y ^ ^^^yy 


1980 


y u.y^wyy^^v-r 


dee L-*krf i^^v-^yy 


caa ccra aa a c 


p t" era t" p p aacr 

euydceeyyy 


t* p t" t" p c aaaa 


aaaacaaaac 
yyyy-yyy*^*^ 


2040 


ct u ccctcctcy y 


dy deey e edy 


e L-yydL.yeee 


yyey eeeeee 


pfpfpra rrcrppcrt" 
yyyctyyeey e 


yydeeeee *-y 


2100 


c* uy cy ccyy y 


e y y e e d dy d e 


/^at~/^aar^h''t~f^ 
eduedde u ue 


crncici i~ p p i~ p i~ 
yyyy eee L.e u 


a POPTPa 1~ cr1~ p 
dey y e d ey l e 


crcr pp pa ppap 
yyeeedeey^i^ 


2160 


cccccccciyy 


dy e e dy e e d l 


eee e edey dy 


pi a pf pTPPpa pTpf 
y ^y y *-'^Cdy y 


ppt*t"pa^^oa 
eeeeedeeyd 


pfPCfpt" a p*h t* t~ 
yeyeedeee e 


2220 


^cty cty ^ u 


eeddy y L.y ey 


yyee L-yydL- e 


y dy cidy de e e 


t~ fTcra nna c\c\c\ 
eyydyydyyy 


C^Pidd'PiddCdd 

^ ^y y ^ y y 


2280 


yyy ccAcy uyy 


a na r* rr* t" r* t" t" 
dydeee L-e e l> 


c cici c cci c cere 
vjvj \^ ^y ^ y 


pap t" a pert" ap 
^y ^ ^ ^^y ^ y ^ 


^y " w ^ "y " 


aappcaaat~a 

yy eeeyyy ey 


2340 


dciyay^y uy ^ 


yyyctyyeyye 


pciacjccipa 1" cj 
^y ^y ^y ^ y 


cippt"t"paapa 


t~apppat" ppa 


dddc^^ccLdca. 


2400 


yccycicci-cci 


e y d dy e u y y e 


t" a t" oo f* o a a rr 
L. d ey y uy ddy 


eeeeeeeeed 


yye eyydyyd 


a a 1" ocrcrcTPrp p 
dd L.yyyyyee 


2460 


aggatgctcc 


ttcaggtcgc 


caacgagctg 


gtcctcgagg 


ccccaaaaga 


gagggcggag 


2520 


gccgtggccc 


ggctggccaa 


ggaggtcatg 


gagggggtgt 


atcccctggc 


cgtgcccctg 


2580 


gaggtggagg 


tggggatagg 


ggaggactgg 


ctctccgcca 


aggagcacca 


ccaccaccac 


2640 


cac 












2643 



<210> 566 

<211> 881 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 566 

Met Gly Ala Asp lie Gly Asp Leu Phe Glu Arg Glu Glu Val Glu Leu 
1 5 10 , 15 

Glu Tyr Phe Ser Gly Lys Lys lie Ala Val Asp Ala Phe Asn Thr Leu 
20 25 30 

Tyr Gin Phe lie Ser lie lie Arg Gin Pro Asp Gly Thr Pro Leu Lys 
35 40 45 

Asp Ser Gin Gly Arg lie Thr Ser His Leu Ser Gly lie Leu Tyr Arg 
50 55 60 

Val Ser Asn Met Val Glu Val Gly He Arg Pro Val Phe Val Phe Asp 
65 70 75 80 

Gly Glu Pro Pro Glu Phe Lys Lys Ala Glu lie Glu Glu Arg Lys Lys 
85 90 95 

Arg Arg Ala Glu Ala Glu Glu Met Trp He Ala Ala Leu Gin Ala Gly 
100 105 110 

Asp Lys Asp Ala Lys Lys Tyr Ala Gin Ala Ala Gly Arg Val Asp Glu 
115 120 125 

Tyr He Val Asp Ser Ala Lys Thr Leu Leu Ser Tyr Met Gly lie Pro 
130 135 140 

Phe Val Asp Ala Pro Ser Glu Gly Glu Ala Gin Ala Ala Tyr Met Ala 
145- 150 155 160 

Ala Lys Gly Asp Val Glu Tyr Thr Gly Ser Gin Asp Tyr Asp Ser Leu 
165 170 175 

Leu Phe Gly Ser Pro Arg Leu Ala Arg Asn Leu Ala He Thr Gly Lys 
180 185 190 

Arg Lys Leu Pro Gly Lys Asn Val Tyr Val Asp Val Lys Pro Glu He 
195 200 205 

He He Leu Glu Ser Asn Leu Lys Arg Leu Gly Leu Thr Arg Glu Gin 
210 215 ' 220 

Leu He Asp He Ala He Leu Val Gly Thr Asp Tyr Asn Glu Gly Val 
225 230 235 240 

Lys Gly Val Gly Val Lys Lys Ala Leu Asn Tyr He Lys Thr Tyr Gly 
245 250 255 

Asp He Phe Arg Ala Leu Lys Ala Leu Lys Val Asn He Asp His Val 
260 265 270 

Glu Glu He Arg Asn Phe Phe Leu Asn Pro Pro Val Thr Asp Asp Tyr 
275 280 285 

Arg He Glu Phe Arg Glu Pro Asp Phe Glu Lys Ala He Glu Phe Leu 
290 295 300 



Cys Glu Glu His Asp Phe Ser Arg Glu Arg Val Glu Lys Ala Leu Glu 
305 310 315 320 
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Lys Leu Lys Ala Leu Lys Ser Thr Gin Ala Thr Leu Glu Arg Trp Phe 
325 330 335 

Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Phe 
340 345 350 

Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Lys Ala Leu Ala 
355 360 365 

Ala Cys Arg Gly Gly Arg Val His Arg Ala Pro Glu Pro Tyr Lys Ala 
370 375 380 

Leu Arg Asp- Leu Lys Glu Ala Arg Gly Leu Leu Ala Lys Asp Leu Ser 
385 390 395 400 

Val Leu Ala Leu Arg Glu Gly Leu Gly Leu Pro Pro Gly Asp Asp Pro 
405 410 415 

Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr- Pro Glu Gly 
420 ' 425 430 

Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu Glu Ala Gly Glu Arg 
435 440 445 

Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn Leu Leu Lys Arg Leu Glu 
450 455 460 

Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg Glu Val Glu Arg Pro Leu 
465 470 475 480 

Ser Ala Val Leu Ala His Met Glu Ala Thr Gly Val Arg Leu Asp Val 
485 490 495 - 

Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val Ala Glu Glu lie Ala Arg 
500 505 510 

Leu Glu Ala Glu Val Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn 
515 520 525 

Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp Glu Leu Gly Leu Pro 
530 535 540 

Ala lie Lys Lys Thr Gin Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala 
545 550 555 560 

Val Leu Glu Ala Leu Arg Glu Ala His Pro lie Val Glu Lys lie Leu 
565 570. 575 

Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser Thr Tyr lie Asp Pro Leu 
580 585 590 

Pro Asp Leu lie His Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn 
595 600 605 

Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu 
610 615 620 

Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala 
625 630 635 640 

Phe lie Ala Glu Glu Gly Trp Leu Leu Val Ala Leu Asp Tyr Ser Gin 
645 650 655 



- 718 - 



lie Glu Leu Arg Val Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie 
660 665 670 

Arg Val Phe Gin Glu Gly Arg Asp lie His Thr Glu Thr Ala Ser Trp 
675 680 685 

Met Phe Gly Val Pro Arg Glu Ala Val Asp Pro Leu Met Arg Arg Ala 
690 695 700 

Ala Lys Thr lie Asn Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg 
705 710 715 720 

Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu Glu Ala Gin Ala Phe lie 
725 730 735 

Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys 
740 745 750 

Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr Val Glu Thr Leu Phe .Gly 
755 760 765 

Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala Arg Val Lys Ser Val Arg 
770 775 780 

Glu Ala Ala Glu Arg Met Ala Phe Ash Met Pro Val Gin Gly Thr Ala 
785 790 795 800 

Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu Phe Pro Arg Leu Glu 
805 810 .815 

Glu, Met Gly Ala Arg Met Leu Leu Gin Val Ala Asn Glu Leu Val Leu 
820' 825 830 

Glu Ala Pro Lys Glu Arg Ala Glu Ala Val Ala Arg Leu Ala Lys Glu 
835 840 845 

Val Met Glu Gly Val Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val 
850 855 860 

Gly lie Gly Glu Asp Trp Leu Ser Ala Lys Glu His His His His His 
865 , 870 875 880 

His 



<210>- 567 

<211> 2643 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 567 


at attaataa 


cct c t t taaa 


**y y y "^y ^y y 


t caaac t taa 

<^ ^y ^ *^ ^ y d 


atact t ctca 


60 


*H C4 ^-1 ^#4. 


t tiaccat taa 


tact t tcaac 


acactatacc 


aat t catct c 


aat aat aaaa 

y d w d>d ^ ^*dy y 


120 


^ >-« ^ t.- ^ o.^*'^ 


a t" a c a c c CI 1 1 


a aaaaact pa 


aaoctcscaciaa 

>»• dy y y ^ dy dd 


tcacctptpa 


pptttppaaa 

^ ^ ^ ^ L« ^ y y d. 


180 


ClL-OW C*. U- Cl d 


oaat" ci" cn aa 
ydy v_ \^ i^\_^dd 


pat" acit paa a 

v^fd i^yy i^^ydy 


at aaaaa t pa 
y ^yyyddt-^d 


yy^^yy*— y*- ^ 


t" rrt" a t" t" r^rf a 
L.yL-dL. u-^ydw 


^ *X V 




coaacit' t" paa 

v^yydy dd 


aaaaapt aa a 
y ^ "^y y ^ ^ y d d 


a 1 1 aaaaaaa 
d u. ^ y ^y y ^y ^ 


aaaaaa aaaa 
yydddddydy 


a a aaap t aa a 
ddyyy ^ i..ydy 


■J \J \J 




cy cyydL^ L»y^ 


aapt 1 1 apaa 

yy\w L- c. ^--y >^dy 


apaaaaaat a 
y ^ ^y y ^y " ^ ^ 


aaaapapaa a 

dyydwyv^ydd 


o a aat at apt 
dddy U- d i_ y v_< L' 


360 


^ ciy y ^ ^y ^ ^y 


rroaaaal" taa 
yyciyyy *- *-yd 


cciaaf' apat t 


at taapt pca 


daa^aaacacf" 

^dddy d^y^ 


tttaaattap 

U-L.L'ddyi-'L'd^^ 


420 


dwyyyywu. 


pp 1 1 tcrt paa 


t appppat p t 


aaaaaaaaaa 

y ddy ydy dy y 


cgcaggctgc 


ttacatggca 


480 


y ^dO-dciy y wy 


a tcrt aaaat a 

d L- y u. y y dy d 


\^ dwdy y ddy 


caaaa^ t apa 

v^dyydL. L^dv^y 


attctctgct 


cttcggaagc 


540 

J *I w 


t^t-ydyclO n^y 


L^v^ciy ddd L.v^ L. 


<^n^^aa+~aa<~"o 
V^y L'dd Uddi->y 


orra a a a a *~ina 
y y dddddyy d 


agcttcccgg 


caaaaatgtc 


O Li U 


t- clUy L. y y ct U y 


L,dddy i^^y y d 


rra ^aa^aat*t~ 
ydL.d.dL.ddUL. 


uyydddyod 


acctcaaaag gctgggtttg 


00\J 


d ^ y cty y y dy ^ 


dyw L'L'dL.^yd 


(wd L.dy k^y d u u 


uuyy cuyyyd 


cggactacaa 


tgagggtgtg 




aacicicii~ of" 
ddyyy ^y L.^y 


apat caacs?ia 
y^y L-^ddydd 


aap 1 1 1 aa a p 
yy^ L- L-ydd^ 


t apa t paaaa 

d>w CI L. tvddy d 


cctacggaga 


tattttcagg 


780 


err* ant" c*aacici 


pt pt aaaaat 


aa at at t aap 

ddd ^ d ^— ^ y d w 


cacat' aaaaci 

v^d\_>y L« dy dy y 


agataaggaa 


tttcttcctg 


840 


aai~ r'c\~ cc^cs 


taapt aapcra 
c-yd^ L.yd^-'yd 


cf'aca aa a t a 
v.- L-dv^dyddird 


aaat caaaci 
y y *^^^y y y 


agcctgactt 


tgagaaggcc 


^00 
^ \j \j 


CL 1^ vy ciy L. u- ^ ^ 


t crtapaaaaa 

y y y yy 


cscacoacf'f'c 
y\_»d^yd^_ L>v_r 


aacaoacsacia 
dy ^ dy y y dy d 


gggtcgagaa 


ggccttggag 


^ o V 


ddy \^ L. v^ddcty 


^L.^ L.yddy l-o 


a a f a cine o 
d d ^ ^ ^ dy y 


a cnr'f' i~ na rra 
dwy ^ L- L.y dy d 


99tggttcct 




109 0 


^v^wL.yy^ov— t-' 


^yo^_yyddyy 


yy^^^ L.^_y i-y 


y y v_ L, i,u>y ut-^v^ 


tctcccgccc 


cgagcccatg 


1 OffO 


i-yyy^yyc*y'-' 


tt aaaapppt 

d d dy ^— I— 


CSCJCCClCCf' oc 
yyv^^y^-^-w u-y^ 


<=*yyyy^yy'-'-' 


gcgtccaccg 


ggcccccgag 


114 0 


ppf tal" aaacf 


cddt^ciacicicia 

V— - v_<. \^ c^^H y y 


cptaaaaaaa 

\.r \^ ^y ddy y dy 


CSCICSCICSCJCICSCIC 

^y^y^yyyyy V 


ttctcgccaa 


agacctgagc 


1200 


cf 1 1" t ciac c c 
y V- v» v-f ^y y 


t oacicscia^actcs 

ii-ydyyyddyy 


cct taacct c 


\^ v*y ^ »^y y "-^y 


acgaccccat 


gctcctcgcc 


1260 


L-dw^c^^^L^yy 


ci\^^^ U- L>v^ydd 




yciyyyyy »-yy 


cccggcgcta 


cggcggggag 


1320 


uy y d*— y y dy y 


a pf o" p pffTpmn a 

«yy*-yyyyyci 


y^yyy^^y^^ 


p 1 1 1 cccs:=iCS!^ 
\^ 1— L- L'^.'Wydyd 


ggctcttcgc 


caacctgtgg 




ciacraacrr't" t*ci 
yyyciyyuuuy 


a aacscscia csoa 
dy y y y y dy y d 


cfacrap t pp 1 1 

ydyy^rf L'^bt^Iv l- 


t aap 1 1 1 a p p 


gggaggtgga gaggcccctt 


1440 


L-^i^y^ ^y 


t crcrpppa tat 
L.yy^wi^dOdc 


y y c*y y v— wdwy 


aaaa t a p r* 

yyyy Lyt-gt-c 


tggacgtggc 


ctatctcagg 


1500 


err* ft' ai" cc^c 


t craaaat aap 
uyyctyy uyyt. 


caaaaaciaf' p 
^y ^y y ^y ^ ^ ^ 


y^^^y^^^i^v^y 


aggccgaggt 


cttccgcctg 


X o u 


y '^y y " w w 


ppttpaapct 


aaadicncictcs 

v-^ dd^ ^ Vh-* w vy y 


aacaacid'cjci 
y d^ \^ y y y 


aaagggtcct 


ctttgacgag 


1620 


ctagggcttc 


ccgccatcgg 


caagacggag 


aagaccggca 


agcgctccac 


cagcgccgcc 


1680 


gtcctggagg 


ccctccgcga 


ggcccacccc 


atcgtggaga 


agatcctgca 


gtaccgggag 


174U 


ctcaccaagc 


tgaagagcac 


ctacattgac 


cccttgccgg 


acctcatcca 


ccccaggacg 


1800 


ggccgcctcc 


acacccgctt 


caaccagacg 


gccacggcca 
- 720 - 


cgggcaggct 


aagtagctcc 


1860 



gatcccaacc 


tccagaacat 


ccccgtccgc 


accccgcttg 


cfQcaciaaaat 


ccgccgggcc 


1920 


ttcatcgccg 




Qctattcrcrta 


gccctggact 


ataQCcacrat 


acraactcaQa 


1980 


gtgctggccc 


acctctccQcr 

\^ ^ V* \^ X,^ V-** 


caacaaoaac 


c t era t c c craci 


t ct" t" ppacraa 

^ w ^ ^ ^d^^ 


yyyy^yyy*^^ 




atccacacgg 


agaccgccag 


ctacratQttc 


aacatccccc 


cjcicraaa c c CI t 


y y \a> ^ W y 




atQCQCCQQQ 


cggccaagac 


catcaact tc 


aaaat cct c t 

3 J 3^ ^ ^ ^ v> 


acaacatat c 
^ y ^ ^ ^ y ^ ^ 


y y v«- V— • w*. ^-.^ w " 


^ ^ 0 V/ 


ctctcccagg 


agctagccat 


ccct tacgag 


ZD ZD ZD ZD Zj 


cct teat taa 


acac tac 1 1 1 


2220 


cagagctt cc 


ccaaggtgcg 




aaaaacraccc 

ZD ^*ZD ZD 


t aaaacraaaa 


caacraaacacr 
^**y y "yy ^y y 


2280 




agaccctct t 




ccictacat'Cfr' 

^ z3 ^ " 3 ^ 


cacfacc t aoa 


QCTCrT'Cf crater 


^ .J *x u 


aaaaacot Qc 


GOCSSLOOCCiClC 


ZD ZD ZD 


appt" t* caapa 

^ <u> ^xo ^ ^ CL 


t acccat cca 


yyy^^^>^y^^ 




accaacctca 


taaaactaac 


t atacrtaaaa 


I— L> C- V-- CI 


yy ^yy^yy^ 


a a t cracrcrcrp c 
ciciL.yyyyy^u 


^ *± 0 V 


aggatgctcc 


ttcaggtcca 


caacgagctg 


gtcctcgagg 


ccccaaaaga 


gagggcggag 


2520 


gccgtggccc 


ggctggccaa 


ggaggtcatg 


gagggggtgt 


atcccctggc 


cgtgcccctg 


2580 


gaggtggagg 


tggggatagg 


ggaggactgg 


ctctccgcca 


aggagcacca 


ccaccaccac 


2640 


cac 












2643 



<210> 568 

<211> 881 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 568 

Met Gly Ala Asp lie Gly Asp Leu Phe Glu Arg Glu Glu Val Glu Leu 
1 5 10 15 

Glu Tyr Phe Ser Gly Lys Lys lie Ala Val Asp Ala Phe Asn Thr Leu 

20 .25 30 

Tyr Gin Phe lie Ser lie lie Arg Gin Pro Asp Gly Thr Pro Leu Lys 
35 , 40 45 

Asp Ser Gin Gly Arg lie Thr Ser His Leu Ser Gly lie Leu Tyr Arg 
50 55 60 

Val Ser Asn Met Val Glu Val Gly He Arg Pro Val Phe Val Phe Asp 
65 70 .75 80 

Gly Glu Pro Pro Glu Phe Lys Lys Ala Glu He Glu Glu Arg Lys Lys 
85 90 95 

Arg Arg Ala Glu Ala Glu Glu Met Trp lie Ala Ala Leu Gin Ala Gly 
100 105 110 
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Asp Lys Asp Ala Lys Lys Tyr Ala Gin Ala Ala Gly Arg Val Asp Glu 
115 120 125 

Tyr lie Val Asp Ser Ala Lys Thr Leu Leu Ser Tyr Met Gly lie Pro 
130 135 140 

Phe Val Asp Ala Pro Ser Glu Gly Glu Ala Gin Ala Ala Tyr Met Ala 
145 150 155 160 

Ala Lys Gly Asp Val Glu Tyr Thr Gly Ser Gin Asp Tyr Asp Ser Leu 
165 170 175 

Leu Phe Gly Ser Pro Arg Leu Ala Arg Asn Leu Ala lie Thr Gly Lys 
180 185 190 

Arg Lys Leu Pro Gly Lys Asn Val Tyr Val Asp Val Lys Pro Glu lie 
195 200 205 

lie lie Leu Glu Ser Asn Leu Lys Arg Leu Gly Leu Thr Arg Glu Gin 
210 215 220 

Leu lie Asp lie Ala lie Leu Val Gly Thr Asp Tyr Asn Glu Gly Val 
225 230 235 240 

Lys Gly Val Gly Val Lys Lys Ala Leu Asn Tyr lie Lys Thr Tyr Gly 
245 250 255 

Asp lie Phe Arg Ala Leu Lys Ala Leu Lys Val Asn lie Asp His Val 
260 265 270 

Glu Glu lie Arg Asn Phe Phe Leu Asn Pro Pro Val Thr Asp Asp Tyr 
275 280 285 

Arg lie Glu Phe Arg Glu Pro Asp Phe Glu Lys Ala lie Glu Phe Leu 
290 295 ' ' 300 

Cys Glu Glu His Asp Phe Ser Arg Glu Arg Val Glu Lys Ala Leu Glu 
305 310 315 320 

Lys Leu Lys Ala Leu Lys Ser Thr Gin Ala Thr Leu Glu Arg Trp Phe 
325 330 335 

Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Phe 
340 345 350 

Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Lys Ala Leu Ala 
355 360 365 

Ala Cys Arg Gly Gly Arg Val His Arg Ala Pro Glu Pro Tyr Lys Ala 
370 375 380 

Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu Leu Ala Lys Asp Leu Ser 
385 390 395 400 

Val Leu Ala Leu Arg Glu Gly Leu Gly Leu Pro Pro Gly Asp Asp Pro 
405 410 415 

Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly 
420 425 430 

Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu Glu Ala Gly Glu Arg 
435 440 445 
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Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn Leu Trp Gly Arg Leu Glu 
450 455 460 

Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg Glu Val Glu Arg Pro Leu 
465 470 475 480 

Ser Ala Val Leu Ala His Met Glu Ala Thr Gly Val Arg Leu Asp Val 
485 490 495 

Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val Ala Glu Glu lie Ala Arg 
500 505 510 

Leu Glu Ala Glu Val Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn 
515 520 525 

Ser Arg Asp Gin Leu Glii Arg Val Leu Phe Asp Glu Leu Gly Leu Pro 
530 535 540 

Ala lie Gly Lys Thr Glu Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala 
545 550 * 555 560 

Val Leu Glu Ala Leu Arg Glu Ala His Pro lie Val Glu Lys lie Leu 
565 570 575 

Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser Thr Tyr lie Asp Pro Leu 
580 585 590 

Pro Asp Leu Lie His Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn 
595 600 605 

Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn. Leu 
610^ 615 620 

Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala 
625 630 635 640 

Phe lie Ala Glu Glu Gly Trp Leu Leu Val Ala Leu Asp Tyr Ser Gin 
645 650 . - 655 

lie Glu Leu Arg Val Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie 
660 665 670 

Arg Val Phe Gin Glu Gly Arg Asp lie His Thr Glu Thr Ala Ser Trp 
675 680 * 685 

Met Phe Gly Val Pro Arg Glu Ala Val Asp Pro Leu Met Arg Arg Ala 
690 695 700 

Ala Lys Thr lie Asn Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg 
705 . 710 715 720 

Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu Glu Ala Gin Ala Phe lie 
725 730 735 

Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys 
740 745 750 

Thr Leu Glu Glu Gly Arg Arg Arg' Gly Tyr Val Glu Thr Leu Phe Gly 
755 760 765 

Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala Arg Val Lys Ser Val Arg 
770 775 780 
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Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala 
785 790 795 800 

Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu Phe Pro Arg Leu Glu 
805 810 815 

Glu Met Gly Ala Arg Met Leu Leu Gin Val His Asn Glu Leu Val Leu 
820 825 830 

Glu Ala Pro Lys Glu Arg Ala Glu Ala Val Ala Arg Leu Ala Lys Glu 
, 835 840 845 

Val Met Glu Gly Val Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val 
850 855 860 

Gly lie Gly Glu Asp Trp Leu Ser Ala Lys Glu His His His His His 
865 870 875 880 

His 



<210> 569 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 569 

gagcggataa caatttcaca cagg 

<210> 570 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 570 

tgcccggtgc acgcggccgc ccctgcaggc 

<210> 571 

<211> 2445 

<212> BNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 571 
atgaattccc 


tgcccctctt 


tgagcccaag 


ggccgggtgc 


ttctqqtqqa 


cggccaccac 


60 


ctggcctacc 


gtaccttttt 


tgccctgaag 


ggcctcacca 


ccaqccqcqq 

^^»-*3^^3^3^ 


ggagccggtc 


120 


caggcggtgt 


acgggtttgc 


caagagcctt 


ttgaaggcgc 


taagggaaga 


cggggatgtg 


180 


gtgatcgtgg 


tgtttgacgc 


caaggccccc 


tccttccgcc 


accagaccta 


cgaggcctac 


240 


aaqQCqqqqc 


gggctcccac 


ccccgaggac 


tttccccggc 


agcttgccct 


tatcaaggag 


300 


atqqtqqacc 


ttttgggcct 


ggagcgcctc 


qaqqtqccqq 

3 ""3 3 3 ^^3 3 


gctttgaagc. ggatgacgtc 


360 


ctggctaccc 


tggccaagaa 


ggcggaaaag 


qaqqqctacq 

3 3 33 "v* w ^ 


aggtccgcat 


cctcaccgcc 


420 


gacaaagacc 


tttaccagct 


cctttccgac 


cgcatccacg 


tcctccaccc 


cgaggggtac 


480 


ctcatcaccc 


cggcctqqct 


ttgggaaaag 


tacggcctga 


ggcccgacca 


gtgggccgac 


540 


taccgggccc 


tgaccgggga 


cgagtccgac 


aaccttcccg 


gggtcaaggg 


catcggggag 


600 


aaqacqqcqa 


ggaagcttct 


ggaggagtgg gggagcctgg 


aagccctcct 


caagaacctg 


660 


qaccqqctqa 


agcccgccat 


ccgggagaag 


atcctggccc 


acatggacga 


tctgaagctc 


720 


tcctgggacc 


tggccaaggt 


gcgcaccgac 


ctgcccctgg 


aggtggactt 


cgccaaaagg 


780 


cqqqaqcccq 


accqqqaqqq 


ggagaagccc 


cgggaggagg 


ccccctggcc 


cccgcccgaa 


840 




tgggcttcct 


cctttcccgc 


cccgagccca 


tgtgggcgga 


gcttaaagcc 


900 


ctggccgcct 


qcaggqgcqq 


ccgcgtgcac 


cgggcagcag 


accccttggc 


9g99ctaaag 


960 


gacctcaagg 


aggtccgqqq 


cctcctcgcc 


aaggacctcg 


ccgtcttggc 


ctcgagggag 


1020 


qqqctaqacc 


tcqtqcccqq 


ggacgacccc 


atgctcctcg 


cctacctcct 


ggacccttcg 


1080 


aacaccaccc 


ccgaqggggt 
^ ^^^^^ 


ggcgcggcgc 


tacggggggg 


agtggacgga 


ggacgccgcc 


1140 


caccgggccc 


tcctctcgga 


gaggctccat 


cggaacctcc 


ttaagcgcct 


cgagggggag 


1200 


gagaagctcc 


tttggctcta 


ccacgaggtg 


gaaaagcccc 


tctcccgggt 


cctggcccat 


1260 


atggaggcca 


ccggggtacg 


gcgggacgtg 


gcctaccttc 


aggccctttc 


cctggagctt 


1320 


gcggaggaga 


tccgccgcct 


cgaggaggag 


gtcttccgct 


tggcgggcca 


ccccttcaac 


1380 


ctcaactccc 


gggaccagct 


ggaaagggtg 


ctctttgacg 


agcttaggct 


tcccgccttg 


1440 


aagaagacga 


agaagacagg 


caagcgctcc 


accagcgccg 


cggtgctgga 


ggccctacgg 


1500 


gaggcccacc 


ccatcgtgga 


gaagatcctc 


cagcaccggg 


agctcaccaa 


gctcaagaac 


1560 


acctacgtgg 


accccctccc 


aagcctcgtc 


cacccgagga 


cgggccgcct 


ccacacccgc 


1620 


ttcaaccaga 


cggccacggc 


cacggggagg 


cttagtagct 


ccgaccccaa 


cctgcagaac 


1680 


atccccgtcc 


gcaccccctt 


gggccagagg 


atccgccggg 


ccttcgtggc 


cgaggcgggt 


1740 


tgggcgttgg 


tggccctgga 


ctatagccag 


atagagctcc 


gcgtcctcgc 


ccacctctcc 


1800 


ggggacgaaa 


acctgatcag 


ggtcttccag 


gaggggaagg 


acatccacac 


ccagaccgca 


1860 
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i 





t caaccitccc 


^\.r\^ 3 3 3 3 


cr t" CI cr a p p p p 


t" era t" cipcrcpa 


crcr p cf cr p p a a cr 


-I- ^ ^ u 


acggtgaact 


tcggcgfccct 


c tacaacatcr 


t cccTCCcat a 

^ C% ^ 


crac t ctccca 

\^ \^ ^ v.^ t* 


aaaac t tacc 
3 y ^y ^ ^ y ^ ^ 




atcccctacg 




aacctt tata 

3 3 v_< ^ d ^ d 




t" ppaaacjpt t 


ccc^c^i Widest' a 


^ L/ 1 


cgggcctgga 


t aoaaaaaac 


c c t aaaaaaa 

w Vp* ^ Z3 Z3 


3 3 3 33 ""3 ^ 


acrcrcic t a c CT t 

3 33 3 ^ d\.»y <w 


cjcraaaccp t p 

y y ddd^ ^ ^ ^ ^ 


2100 


^ ^ ^* 


oopapt- a not" 




a a PCTPPPCicrcT 

Cld^y ^^^333 


t'aa acraopai" 
L-ycidydy^y u- 


^ayyydyyv^K^ 


^ X o V 




3 3 \— ■ V»- \— • ad 


pat"apppat~p 




ot>_'y^^ydv^v^ u 


i^cL L.yddy^ 




gccatggtga 


agctcttccc 


ccgcctccgg 


gagatggggg 


cccgcatgct 


cctccaggtc 


2280 


gccaacgagc 


tcctcctgga 


ggccccccaa 


gcgcgggccg 


aggaggtggc 


ggctttggcc 


2340 


aaggaggcca 


tggagaaggc 


ctatcccctc 


gccgtgcccc 


tggaggtgga 


ggtggggatg 


2400 


ggggaggact 


ggctttccgc 


caagggtcac 


caccaccacc 


accac 




2445 



<210> 572 

<211> 815 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 572 

Met Asn Ser Leu Pro Leu Phe Glu 
1 5 

Asp Gly His His Leu Ala Tyr Arg 
20 

Thr Thr Ser Arg Gly Glu Pro Val 
35 40 

Ser Leu Leu Lys Ala Leu Arg Glu 
50 55 

Phe Asp Ala Lys Ala Pro Ser Phe 
65 70 

Lys Ala Gly Arg Ala Pro Thr Pro 
85 

Leu lie Lys Glu Met Val Asp Leu 
100 

Pro Gly Phe Glu Ala Asp Asp Val 
115 120 

Glu Lys Glu Gly Tyr Glu Val Arg 
130 135 



Pro Lys 
10 

Thr Phe 
25 

Gin Ala 



Asp Gly 



Arg His 



Glu Asp 
90 

Leu Gly 
105 

Leu Ala 



lie Leu 



Gly Arg 

Phe Ala 

Val Tyr 

Asp Val 
60 

Gin Thr 

75 . 

Phe Pro 

Leu Glu 

Thr Leu 

Thr Ala 
140 



Val Leu 

Leu Lys 
30 

Gly Phe 
45 

Val He 

Tyr Glu 

Arg Gin 

Arg Leu 
110 

Ala Lys 
125 

Asp Lys 



Leu Val 
15 

Gly Leu 

Ala Lys 

Val Val 

Ala Tyr 
80 

Leu Ala 
95 

Glu Val 
Lys Ala 
Asp Leu 
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Tyr Gin Leu Leu Sex Asp Arg lie His Val Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg Pro Asp 
V 165 170 175 

Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp Asn Leu 
180 185 190 

Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu Leu Glu 
195 200 205 

Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg Leu Lys 
210 ' 215 220 

Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu Lys Leu 
225 230 235 240 

Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu Val Asp 
245 250. 255 

Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Gly Glu Lys Pro Arg Glu 
260 265 270 

Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu 
275 280 285 

Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys 
290 295 300 

Arg Gly Gly Arg Val His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys 
305 310 315 320 

Asp Leu Lys Glu Val Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu 
325 330 335 

Ala Ser Arg Glu Gly Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu 
340 345 350 

Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala 
355 360 365 

Arg Arg Tyr Gly Gly Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu 
370 375 380 

Leu Ser Glu Arg Leu His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu 
385 390 395 400 

Glu Lys Leu Leu Trp Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg 
405 410 415 

Val Leu Ala His Met Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr 
420 425 430 

Leu Gin Ala Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu 
435 440 445 

Glu Glu .Val Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg 
450 455 460 

Asp Gin Leu Glu Arg Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu 
465 470 475 480 
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Lys Lys Thr Lys Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu 
485 490 495 

Glu Ala Leu Arg Glu Ala His Pro lie Val Glu Lys lie Leu Gin His 
500 505 510 

Arg Glu Leu Thr Lys Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser 
515 , 520 525 

Leu Val His Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr 
530 535 540 

Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn 
545 550 555 560 

lie Pro Val Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val 
565 570 575 

Ala Glu Ala Gly Trp Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu 
580 585 590 

Leu Arg Val Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie Arg Val 
595 600 605 

Phe Gin Glu Gly Lys Asp lie His Thr Gin Thr Ala Ser Trp Met Phe 
610 615 620 

Gly Val Pro Pro Glu Ala. Val Asp Pro Leu Met Arg Arg Ala Ala Lys 
625 630 635 640 

Thr Val Asn Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser 
645 650 655 

Gin Glu Leu Ala lie Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg 
660 665 670 

Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu 
675 680 685 

Glu Glu Gly Arg Lys Arg Gly Tyr Val Glu Thr Leu. Phe Gly Arg Arg 
690 695 700 

Arg Tyr Val Pro Asp Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala 
705 710 715 720 

Ala Glu Arg Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp 
725 730 735 

Leu Met Lys Leu Ala Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met 
740 745 750 

Gly Ala Arg Met Leu Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala 
755 760 765 

Pro Gin Ala Arg Ala Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met 
770 775 780 

Glu Lys Ala Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val Gly Met 
785 790 795 800 

Gly Glu Asp Trp Leu Ser Ala Lys Gly His His His His His His 
805 810 815 
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<210> 573 

<211> 2520 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 573 . 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


caaggaggac 


180 


ggggacgcgg 


tgatcgtggt 


ctttgacgcc 


aaggccccct 


ccttccgcca 


cgaggcctac 


240 


999999 tac a 


aggcgggccg 


ggcccccacc 


ccggaggact 


tcccccgcca 


gctcgccttg 


300 


gtcaagcggc 


tggtggacct 


tctgggcctg 


gtccgcctcg 


aggccccggg 


gtacgaggcg 


360 


gacgacgtcc 


tgggcaccct 


ggccaagaag 


gccgaaaagg 


aggggtacga 


ggtgcgcatc 


420 


ctcaccgccg 


accgcgacct 


ctaccaactc 


gtctccgacc 


gcatccacgt 


cctccacccc 


480 


gaggggtacc 


tcatcacccc 


ggagtggctt 


tgggagaagt 


^tgggcttaa gccttcccag 


540 


tgggtggact 


accgggcctt 


ggccggggac 


ccttccgaca 


acatccccgg 


cgtgaagggc 


600 


atcggggaga 


agacggcggc 


caagctgatc 


cgggagtggg gaagcctgga aaacctcctc 


660 


aagaacctgg 


accggctgaa 


gcccgccatc 


cgggagaaga 


tcctggccca 


catggacgat 


720 


ctgaagctct 


cctgggacct 


ggccaaggtg 


cgcaccgacc 


tgcccctgga 


ggtggacttc 


780 


gccaaaaggc 


999^9cccga 


ccgggagagg 


cttagggcct 


ttctggagag 


gcttgagttt 


840 


ggcagcctcc 


tccacgagtt 


cggccttctg 


gaaagcccca 


aggccctgga 


ggaggccccc 


900 


tggcccccgc 


cggaaggggc 


cttcgtgggc 


ttcgtcctct 


cccgccccga 


gcccatgtgg 


960 


gcggagctta 


aagccctggc 


cgcctgcagg 


ggcggccgcg 


tgcaccgggc 


agcagacccc 


1020 


ttggcggggc 


taaaggacct 


caaggaggtc 


cggggcctcc 


tcgccaagga 


cctcgccgtc 


1080 


ttggcctcga 


gggaggggct 


agacctcgtg 


cccggggacg 


accccatgct 


cctcgcctac 


1140 


ctcctggacc 


cttcgaacac 


cacccccgag 


ggggtggcgc 


ggcgctacgg 


gggggagtgg 


1200 


acggaggacg 


ccgcccaccg 


ggccctcctc 


tcggagaggc 


tccatcggaa 


cctccttaag 


1260 


cgcctcgagg 


gggaggagaa 


gctcctttgg 


ctctaccacg 


aggtggaaaa 


gcccctctcc 


1320 


cgggtcctgg 


cccatatgga 


ggccaccggg 


gtacggcggg 


acgtggccta 


ccttcaggcc 


1380 


ctttccctgg 


agcttgcgga 


ggagatccgc 


cgcctcgagg 


aggaggtctt 


ccgcttggcg 


1440 


ggccacccct 


tcaacctcaa 


ctcccgggac 


cagctggaaa gggtgctctt 


tgacgagctt 


1500 
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era pcra acra acr 
y ci^y dciy ciciy 


d^cxyy v^dciy ^ 


y L. v^iwd^v^dy 


v«-y L'tw-y ^yy uy 






u-dV— y y y dy y w 




y *-yy cty cidy d 


L.(^^ OwOdy t_d 


v-yyydy ut- 


1 <C 0 0 


Cl \_< d Ciy V_ ^ CI 


cty c*. c* d \_» \^ cL 


^y uy y d^.^ ^.^ ^ 


\^ L. i^Oddy u-t-. 


(-Vi-yL'Oi^dv^v.^t^ 


y dyy dt-yggc 


1 c Q n 


W Vw/ d CI 


\^ Vw Vw^ ^ \— ' ^ 1^ ^dd 


ppacra c^adcc 
^^«'dyci^yy^\«' 


d^yy^^d^yy 


yydyy l. udy 


L. cty ^ c y d 




V-o ^ W L« ^ 


aaaapat cpp 

d^ dd V-< d Im- V-« ^ W 


pert" ccdc^cr* 


v^v^^ L- ^yyy^^ 


dy dyy d u v--*wy 


L^v-yyy^^cm- 


X 0 V U 


ot.ciCiCicicsa.cict 
y ^'-y ciyy 




at taat~acipp 
y ^ y y y y ^ ^ 


p t" aaa p t" a t" a 
•^yydw L.d L'd 


Cfppacra t" aaa 

y ^ ^ ^y ^ ^ y 


y^w^^^yv^yc^ 


X 0 0 u 


V-* \_> d W ^ 


t" pt~ ppcracrcra 


^ydddd^^ ^y 


d ^ ^dy yy l. 


L. (m. dy y dy y y 


CIA anoa /*«a i~ r* 
y ddy y d^d u t-- 


1 


^ d ^ d v.' d d 


^ V-- y ci c*y v«> l> y 


o^ tTf t" t" r*cici(~* 
ydL.y L-^yy^-» 


yui_>^^\.,i^wyy 


dy y (^i^y L.yy d 


v^ooocuydcy 


X J 0 u 




v^i^dctydv-^yy 


rra a j~ +~ r^rmr^ 
yctct^UL.i^yyv.r 


y L-C^CC CdtJy 


yCduy uccy C 


ccduayyc uc 




t" rr'r^a rTrTJ^ f*f 


L- L^yL'^dCk^^^v 


u ctoy dy y cty 


y ^yy t-yycct. 


L. L-d UdgdyCy 


4~ 0 4~ /~i *~t ■a ^ 
C CdC t t-CCdd 


Z X u u 




ciyy "-y^yyy^ 


^ L.yydL.ciycict 


ddyd^L^^cyy 


ciy y dy y y y dy 


y ddy t.yyyy V- 


Z X 0 u 


t" a r'at" dcj A ^5 3 

^ d ^ y y ^ dd 


pppi" p1~ t" POO 


a ^5o;5 anor^or^ 
cLciy dcty y ^y ^ 


cd^y u-y ^^L^y 


d^^ UL^dd^y^ 


^ v-.y y y L.y ddy 


9 9 9 0 
z z z u 


a-apcrt" npiaacj 

"13 ^ ^ z3 ZD -3 


acrappopcfcra 
^y y ^ ^y y y 


yv^y^ci L.yy^^ 


L. uv^dd^duyv^ 


f~>rT\~ r*r*zi nnn 
^^y ^^^dyyy 


^ d ^ y w y w 


9 9 RO 
z 0 \J 


gacctcatga 


agctcgccat 


ggtgaagctc 


ttcccccgcc 


tccgggagat 


gggggcccgc 


2340 


atgctcctcc 


aggtcgccaa 


cgagctcctc 


ctggaggccc 


cccaagcgcg 


ggccgaggag 


2400 


gtggcggctt 


tggccaagga 


ggccatggag 


aaggcctatc 


ccctcgccgt 


gcccctggag 


2460 


gtggaggtgg 


ggatggggga 


ggactggctt 


tccgccaagg 


gtcaccacca 


ccaccaccac 


2520 



<210> 574 

<211> 840 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 574 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
1 5 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val 
50 55 60 

lie Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr 
65 70 75 80 
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Gly Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu, Asp Phe Pro Arg 
85 90 95 

Gin Leu Ala Leu Val Lys Arg Leu Val Asp Leu Leu Gly Leu Val Arg 
100 105 110 

Leu Glu Ala Pro Gly Tyr Glu Ala Asp Asp Val Leu Gly Thr Leu Ala 
115 120 125 

Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp 
130 135 140 

Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg lie His Val Leu His Pro 
145 ' 150 155 160 

Glu Gly Tyr Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly Leu 
165 ' 170 175 

Lys Pro Ser Gin Trp Val Asp Tyr Arg Ala Leu Ala Gly Asp Pro Ser 
180 185 190 

Asp Asn lie Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Ala Lys 
195 200 205 

Leu lie Arg Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu Asp 
210 215 220 

Arg Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp 
225 230 235 240 

Leu Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu ^Arg Leu Arg 
260 265 270 

Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly 
275 280 ; 285 

Leu Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro 
290 295 300 

Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro Met Trp 
305 310 315 320 

Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val His Arg 
325 , 330 335 

Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly 
340 345 350 

Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp 
355 360 365 

Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro 
370 375 380 

Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp 
385 390 395 400 



Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg 
405 410 415 
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Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr 
420 425 430 

His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
435 440 445 

Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu 
450 455 460 

Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala 
465 470 475 480 

Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 495 

Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly 
500 505 510 

. Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His 
515 520 525 

Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys 
530 535 540 

Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly 
545 550 555 560 

Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu 
565 570 575 

Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu 
580 585 590 

Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu 
595 600 605 

Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu 
610 615 620 

Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie 
625 630 635 640 

His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val 
645 650 655 

Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu 
660 665 670 

Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr 
675 680 685 

Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys 
690 695 700 

Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly 
705 710 715 720 

Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn 
725 730 735 



Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn 
740 745 750 
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Met .Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val 
755 760 > 765 

Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin 
770 775 780 

Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu 
785 790 795 800 

Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala 
805 810 815 

Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala 
820 825 830 

Lys Gly His His His His His His 
835 840 

<210> 575 

<2li> 2445 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 575 



atgaattccc 


tgcccctctt 


tgagcccaag 


ggccgggtgc 


ttctggtgga 


cggccaccac 


60 


ctggcctacc 


gtaccttttt 


tgccctgaag 


ggcctcacca 


ccagccgcgg 


ggagccggtc 


120 


caggcggtgt 


acgggtttgc 


caagagcctt 


ttgaaggcgc 


taagggaaga 


cggggatgtg 


180 


gtgatcgtgg 


tgtttgacgc 


caaggccccc 


tccttccgcc 


accagaccta 


cgaggcctac 


240 


aaggcggggc 


gggctcccac 


ccccgaggac 


tttccccggc 


agcttgccct 


tatcaaggag 


300 


atggtggacc 


ttttgggctt 


tacccgcctc 


gaggtgccgg 


gctttgaagc 


ggatgacgtc 


360 


ctggctaccc 


tggccaagaa 


ggcggaaaag 


gagggctacg 


aggtccgcat 


cctcaccgcc 


420 


gacaaagacc 


tttaccagct 


cctttccgac 


cgcatccacg 


tcctccaccc 


cgaggggtac 


480 


ctcatcaccc 


cggcctggct 


ttgggaaaag 


tacggcctga 


ggcccgacca 


gtgggccgac 


540 


taccgggccc 


tgaccgggga 


cgagtccgac 


aaccttcccg 


gggtcaaggg 


catcggggag 


600 


aagacggcga 


ggaagcttct 


ggaggagtgg 


gggagcctgg 


aagccctcct 


caagaacctg 


660 


gaccggctga 


agcccgccat 


ccgggagaag 


atcctggccc 


acatggacga 


tctgaagctc 


720 


tcctgggacc 


tggccaaggt 


gcgcaccgac 


ctgcccctgg 


aggtggactt 


cgccaaaagg 


780 


cgggagcccg 


accgggaggg 


ggagaagccc 


cgggaggagg 


ccccctggcc 


cccgcccgaa 


840 


ggggccttcg 


tgggcttcct 


cctttcccgc 


cccgagccca 


tgtgggcgga 


gcttaaagcc 


900 


ctggccgcct 


gcaggggcgg 


ccgcgtgcac 


cgggcagcag 
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accGCttggc 


ggggctaaag 


960 



gacctcaagg 


aQQ t C CQCTQQ 


cctcctcgcc 


aaggacctcg 


ccgtcttggc ctcgagggag 


1020 


gggctagacc 


tcgtgcccgg 


ggacgacccc 


atgctcctcg 


cctacctcct 


ggacccttcg 


1080 


aacaccaccc 


ccQacjQcrqQt 


ggcgcggcgc 


tacggggggg 


^9tggacgga 


ggacgccgcc 


1140 


caccgggccc 


tcctctcgga 


gaggctccat 


cggaacctcc 


ttaagcgcct 


cgagggggag 


1200 


gagaagctcc 


t ttggct eta 


ccacgaggtg gaaaagcccc 


tctcccgggt 


cctggcccat 


1260 


atggaggcca 


ccggggtacg 


gcgggacgtg 


gcctaccttc 


aggccctttc 


cctggagctt 


1320 


QcciQaQCfaaa 


t ccgccgcc t 


cgaggaggag 


gtcttccgct 


tggcgggcca 


ccccttcaac 


X J Q 


ctcaactccc 


gggaccagct 


ggaaagggtg 


ctctttgacg 


agcttaggct 


tcccgccttg 


1440 


aagaagacga 


agaagacagg 


caagcgctcc 


accagcgccg 


cggtgctgga 


ggccctacgg 


1500 


gaggcccacc 


ccat cgtgga 


gaagatcctc 


cagcaccggg 


agctcaccaa 


gctcaagaac 


1560 


acctacgtgg 


accccctccc 


aagcctcgtc 


cacccgagga 


cgggccgcct 


ccacacccgc 


X o ^ u 


ttcaaccaga 


cggccacggc 


cacggggagg 


cttagtagct 


ccgaccccaa 


cctgcagaac 


JL O O W 


atccccgtcc 


gcaccccctt 


gggccagagg 


atccgccggg 


ccttcgtggc 


cgaggcgggt 


1 lA n 


tgggcgttgg tggccctgga 


ctatagccag 


atagagctcc 


gcgtcctcgc 


ccacctctcc 


' 1800 


ggggacgaaa 


acctgatcag 


ggtcttccag 


gaggggaagg 


acatccacac 


ccagaccgca 




agctggatgt 


tcggcgtccc 


cccggaggcc 


gtggaccccc 


tgatgcgccg 


ggcggccaag 


1920 


acggtgaact 


tcggcgtcct 






ggctctccca 


ggagcttgcc 


X ^ o u 


atcccctacg 


aggaggcggt 


ggcctttata 


gagcgctact 


tccaaagctt 


ccccaaggtg 




cgggcctgga 


tagaaaagac 


cctggaggag 


gggaggaagc 


ggggctacgt 


ggaaaccctc 


91 no 

^ X V V 


ttcggaagaa 


ggcgctacgt 


gcccgacctc 


aacgcccggg 


tgaagagcgt 


cagggaggcc 


2160 


gcggagcgca 


tggccttcaa 


catgcccgtc 


cagggcaccg 


^ ^ y v_- y d \^ 




2220 


gccatggtga 


agctcttccc 


ccgcctccgg 


gagatggggg 


cccgcatgct 


cctccaggtc 


2280 


gccaacgagc 


tcctcctgga 


ggccccccaa 


gcgcgggccg 


aggaggtggc 


ggctttggcc 


2340 


aaggaggcca 


tggagaaggc 


ctatcccctc 


gccgtgcccc 


tggaggtgga 


ggtggggatg 


2400 


ggggaggact 


ggctttccgc 


caagggtcac 


caccaccacc 


accac 




2445 



<210> 576 

<211> 815 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 576 

Met Asn Ser Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
1 5 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 
20 25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie Val Val 
50 55 60 

Phe Asp Ala Lys Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 75 80 



Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 



85 



90 



95 



Leu lie Lys Glu Met Val Asp Leu Leu Gly Phe Thr Arg Leu Glu Val 
100 105 110 



Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys Asp Leu 
130 135. 140 

Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg Pro Asp 
165 170 175 

Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp Asn Leu 
180 185 190 

Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu Leu Glu 
195 200 205 

Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg Leu Lys 
- 210 215 220 

Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu Lys Leu 
225^ 230 235 240 

Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu Val Asp 
245 250 255 

Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Gly Glu Lys Pro Arg Glu 
260 265 270 

Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu 
275 ^ 280 285 

Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys 
290 295 300 



Arg Gly Gly Arg Val His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys 
305 310 315 320 
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Asp Leu Lys Glu Val Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu 
325 330 335 

Ala Ser Arg Glu Gly Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu 
340 345 350 

Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala 
355 360 365 

Arg Arg Tyr Gly Gly Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu 
370 375 380 

Leu Ser Glu Arg Leu His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu 
385 390 395 400 

Glu Lys Leu Leu Trp Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg 
405 410 415 

Val Leu Ala His Met Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr 
420 425 430 

Leu Gin Ala Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu 
435 ' 440 445 

Glu Glu Val Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg 
450 455 460 

Asp Gin Leu Glu Arg Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu 
465 470 475 480 

Lys Lys Thr Lys Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu 
485 490 495 

Glu Ala Leu Arg Glu Ala His Pro lie Val Glu Lys lie Leu Gin His 
500 505 510 

Arg Glu Leu Thr Lys Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser 
515 520 525 

Leu Val His Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr 
530 535 540 

Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn 
545 550 555 560 

lie Pro Val Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val 
565 ^ 570 575 

Ala Glu Ala Gly Trp Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu 
580 585 590 

Leu Arg Val Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie Arg Val 
595 600 605 

Phe Gin Glu Gly Lys Asp lie His Thr Gin Thr Ala Ser Trp Met Phe 
610 615 ' 620 

Gly Val Pro Pro Glu Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys 
625 630 635 640 



Thr Val Asn Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser 
645 650 655 
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Gin Glu Leu Ala lie Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg 
660 665 670 

Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu 
675 680 685 

Glu Glu Gly Arg Lys Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg 
690 695 - 700 

Arg Tyr Val Pro Asp Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala 
705 . 710 715 720 

* 

Ala Glu Arg Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp 
725 , 730 735 

Leu Met Lys Leu Ala Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met 
740 745 750 

Gly Ala Arg Met Leu Leu Gin Val Ala Asn Glu Leu Leu Leu Glii Ala 
755 760 765 

Pro Gin Ala Arg Ala Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met 
770 775 780 

Glu Lys Ala Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val Gly Met 
785 790 795 800 

Gly Glu Asp Trp Leu Ser Ala Lys Gly His His His His His His 
805 810 815 

<210> 577 
<211> 2520 
<212> DNA 

<213> Artificial Sequence 

<220> . . 

<223> Synthetic 
<400> 577 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


caaggaggac 


180 


ggggacgcgg 


tgatcgtggt 


ctttgacgcc 


aaggccccct 


ccttccgcca 


cgaggcctac 


240 


ggggggtaca 


aggcgggccg 


ggcccccacc 


ccggaggact 


tcccccgcca 


gctcgccttg 


300 


gtcaagcggc 


tggtggacct 


tctgggcttt 


acccgcctcg 


aggccccggg gtacgaggcg 


360 


gacgacgtcc 


tgggcaccct 


ggccaagaag 


gccgaaaagg 


aggggtacga 


ggtgcgcatc 


420 


ctcaccgccg 


accgcgacct 


ctaccaactc 


gtctccgacc 


gcatccacgt 


cctccacccc 


480 


gaggggtacc 


tcatcacccc 


ggagtggctt 


tgggagaagt 


atgggcttaa 


gccttcccag 


540 


tgggtggact 


accgggcctt 


ggccggggac 


ccttccgaca 


acatccccgg 


cgtgaagggc 


600 
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a t cggggaga 


agacggcggc 


caagctgatc 


caQaaatcraa 
^yyy*-*y ^yyy 


gaagcctgga 


aaacctcctc 


660 


aagaacctgg 


accggctgaa 


gcccgccatc 


ccraaaaaaaa 

ZD Zj ZD ZD ZD 


tcctggccca 


catggacgat 


720 


ctgaagctct 


cctgggacct 




cgcaccgacc 


tacccctaaa 

^ Vpi* Vni* ^ ZD ZD 


ggtggact tc 


780 


gccaaaaggc 


gggagcccga 


c CQaaaoaoa 


cttaaaacct 


ttctaaaaaa 


gcttgagttt 


840 


ggcagcctcc 


tccacgagtt 


cggccttctg 


aaaaacccca 


aaaccc taaa 


ggaggccccc 


900 


tggcccccgc 


CQcraaQQQQc 


cttcgtgggc 


ttcgtcctct 


cccgccccga 


gcccatgtgg 


960 


gcggagctta 


aagccctggc 


cgcctgcagg 


aacaaccaca 


tgcaccgggc 


agcagacccc 


1020 


t tQCrCQCJQQC 

V- ^^^^^^^^^ 


taaaggacct 


caaggaggt c 


cggggc c t c c 


t cgccaagga 


cctcgccgtc 


1080 


t taacct ccra 




aaacct cata 

73 \^ ^ ^ 


V** \^ ^4 ZD 


acpccatac t 


0 ZD 


1140 


c t cc tggacc 


cttcgaacac 


cacccccaaa 

V,* \mf ^m" ^"1 


aaaataacac 
yyyy *-yy 


rraprrpt" acaa 

ZD ZD ZD ZD ZD 


rrciaacjaataa 
yy yyy *^y '-yy 


1200 


Q-Cggaggacg 


ccgcccaccg 


ggccct cct c 


tLCOd 3.CS3.C1C1C1 

w ZD ZD ZD ZD ZD 


t ccat caaaa 

w ^ v-j t*. 


cct cct taaa 


1260 


cgcctcgagg 


aaoaQcracraa 


gctcctt tgg 


ct ctaccacg 


aaataaaaaa 


acccctctcc 


1320 




cccat atgga 


aciccac caa cf 




aca taacct a 


ClCltltLCi3.CICIClC 

w V— ' ^^ZD ZD 


1380 


ct ttccctgg 


aoct tQcaaa 

ZD ^ Z3 ID 


aaaaat ccac 

ZD ZD ZD ZD 


cocct caaaa 

ZD ZD ZD ZD 


aaaaaatct t 
t*3 3 ^^y y ^ v» w 


ccact taaca 

\^ ZD ZD ZD ZD 


1440 


,ggccacccct 


tcaacct caa 


c tcccaaaac 

^ ZD Zj ZD ^""^ 


caactaaaaa 

ZD *^ ZD ZD 


aaatactct t 


taacaaac tt 

w zj ZD ^**ZD 


1500 


aaactt cccQ 

V-'f Vp.* W Vh* V-* 


cct tgaagaa 


aacaaaaaaa 


acaaacaaac 

w *^ZD ZD wfc wV^H 


actccaccaa 


caccacaata 

ZD —3 ZD ZD ZD 


1560 


c tcraaaoccc 

^ Z3 Z3 


%mr \mi^ _3 Z3 


ccaccccat c 


3 "3y y y^^ 


tec tccaaca 


ClClCtCtCt3.C[CtLCl 
^ ^ 3 3 3 ^3 ^ ^ ^ 


1620 


accaagctca 


aoaacaccta 


cataaacccc 

ZD ZD ZD - N-.* 


ct cccaaacc 


t cat ccac cc 


aaaaacaaac 
3 "y y "^3y y 


1680 


cacctccaca 

^ \^ \A W4 


ccccrc 1 1 caa 


Vrf "3 " 3 3 ^ ^ 




aaaaact t aa 


w d3 ^ ^ w ^3 ci 


1740 


cccaacctgc 


agaacatccc 


cgtccgcacc 


cccttaaacc 

\#* \^ ZD Z3 Z3 


aaaaaatcca 

^* ZD ZD ZD 


ccaaacct tc 


1800 






at taataacc 

Zj ZD Z3 ZD ZD 


c taaac tat a 


accaaataaa 


actccacatc 

Zn ^ ZD Z3 


I860 


ctcgcccacc 


t c t c cgggga 


cgaaaacctg 


atcaaaatct 


tccaaaaaaa 
w \^ ^y y ^y y y 


aaaaaacatc 

Zn ^* ZD ZD ^* ^ 


1920 


cacacccaga 


ccacaaac ta 

V-" V-r \JL ^ 


aatat t caac 

ZD ZD ZD ZD 


at ccccccaa 

V-* \^ Zj ZD 


aaaccataaa 

dZDZD^^^^^ZD ZD ZD 


ccccctaata 


1980 


CQCCQQQCQQ 


ccaagacggt 


gaacttcggc 


gtcctctacg 


gcatgtccgc 


ccataggctc 


2040 


tcccaggagc 


ttgccatccc 


ctacgaggag 


acaa taacct 

3^33 *-33*-^*- 


ttatagagcg 


ctacttccaa 


2100 


agcttcccca 


aggtgcgggc 


ctggatagaa 


aagaccctgg 


^99^9999^9 


gaagcggggc 


2160 


tacgtggaaa 


ccctcttcgg 


aagaaggcgc 


tacgtgcccg 


acctcaacgc 


ccgggtgaag 


2220 


agcgtcaggg 


aggccgcgga 


gcgcatggcc 


ttcaacatgc 


ccgtccaggg 


caccgccgcc 


2280 


gacctcatga 


agctcgccat 


ggtgaagctc 


ttcccccgcc 


tccgggagat 


gggggcccgc 


2340 
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atgctcctcc aggtcgccaa cgagctcctc ctggaggccc cccaagcgcg ggccgaggag 2400 
gtggcggctt tggccaagga ggccatggag aaggcctatc ccctcgccgt gcccctggag 2460 
gtggaggtgg ggatggggga ggactggctt tccgccaagg gtcaccacca ccaccaccac 252 0 
<210> 578 
<211> 840 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 578 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly .Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 ^ 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val 
50 55 60. 

lie Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr 
65 ' 70 .75 80 

Gly Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg 
85 90 95 

Gin Leu Ala Leu Val Lys Arg Leu Val Asp Leu Leu Gly Phe Thr Arg 
100 105 110 

Leu Glu Ala Pro Gly Tyr Glu Ala Asp Asp Val Leu Gly Thr Leu Ala 
115 120 125 

Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp 
130 135 140 

Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg lie His Val Leu His Pro 
145 150 155 160 

Glu Gly Tyr Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly Leu 
165 170 175 

Lys Pro Ser Gin Trp Val Asp Tyr Arg Ala Leu Ala Gly Asp Pro Ser 
180 185 190 

Asp Asn lie Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Ala Lys 
195 200 205 

Leu lie Arg Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu Asp 
210 215 220 
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Arg Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp 
225 230 235 240 

Leu Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg 
260 265 270 

Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly 
275 280 285 

Leu Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro 
290 295 300 

Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro Met Trp 
305 310 315 320" 

Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val His Arg 
325 330 335 

Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly 
340 '345 ■ 350 

Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp 
355 360 365 

Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro 
370 375 * 380 

Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp 
385 390 395 400 

Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg 
405 410 415 

Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr 
420 425 430 

His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
435 440 445 

Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser* Leu Glu 
450 455 460 

Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala 
465 470 475 480 

Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 495 

Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly 
500 505 510 

Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His 
515 520 525 

Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys 
530 535 540 

Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly 
545 550 555 560 
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■ Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu 
565 570 575 

Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu 
580 585 590 

Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu 
595 600 605 

Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu 
610 615 620 

Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie 
625 630 635 640 

His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val 
645 650 655 

Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu 
660 665 670 

Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyir 
675 . 680 685 

Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys 
690 695 700 

Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly 
705 710 715 720 

Tyr Val. Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn 
725 730 * 735 

Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn 
740 745 750 

Met Pro Val Gin Gly Thr .Ala Ala Asp Leu Met Lys Leu Ala Met Val 
755 760 765 

Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin 
770 775 780 

Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu 
7 85' 790 795 800 

Val Ala Ala Leu Ala Lys GluAla Met Glu Lys Ala Tyr Pro Leu Ala 
805 810 ' 815 

Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala 
820 825 830 

Lys Gly His His His His His His 

835 840 ■ 

<210> 579 ' . 

<211> 2445 

<212> DNA 
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# 



<213> Artificial Sequence 
<220> 

<223> Synthetic 



<400> 579 
atgaattccc 


tgcccctctt 


tgagcccaag ggccgggtgc 


ttctggtgga 


cggccaccac 


60 


ctggcctacc 


gtaccttttt 


tgccctgaag 


ggcctcacca 


ccagccgcgg 


aqaqccqatc 


120 


caggcggtgt 


acgqgtttqc 


caagagcctt 


ttgaaggcgc 


taagggaaga 


cqQQQatqtQ 


180 


gtgatcgtgg 


tctttgacgc 


cgaggccccc 


tccttccgcc 


accagaccta 


cgaggcctac 


240 


aaggcggggc 


gggctcccac 


ccccgaggac 


tttccccggc 


agcttgccct 


tatcaaggag 


300 


atggtggacc 


ttttgggcct 


ggagcgcctc 


gaggtgccgg 


gctttgaagc 


QcratQacQtc 


360 


ctggctaccc 


tggccaagaa 


ggcggaaaag 


gagggctacg 


aggtccgcat 


cctcaccgcc 


420 


gacaaagacc 


tttaccagct 


cctttccgac 


cgcatccacg 


tcctccaccc 


c g agggg t a c 


480 


ctcatcaccc 


cqqcctqqct 


ttgggaaaag 


tacggcctga 


ggccegacca 


gtgggccgac 


540 


taccgggccc 


tgaccgqgqa 


cgagtccgac 


aaccttcGcg 


qQQtcaaqQQ 


CatCQQQQaQ 


600 


aagacggcga 


ggaagcttct 


ggaggagtgg 


gggagcctgg 


aagccctcct 


caagaacctg 


660 


gaccggctga 


agcccgccat 


ccgggagaag atcctggccc 


acatggacga 


tctgaagctc 


720 


tcctgggacc 


tggcGaaggt 


gcgcaccgac 


ctgcccGtgg 


aggtggactt 


cgccaaaagg 


780 


cgggagcccg 


accgggaggg 


ggagaagccc 


cgggaggagg 


ccccctggcc 


ccegcccgaa 


840 


ggggccttcg 


tgggcttcct 


cctttcccgc 


cccgagccca 


tatQQQCQQa 


gcttaaagcc 


900 


ctggccgcct 


gcaggggcgg 


ccgcgtgcac 


C999cagcag 


accccttggc 


Qqqqctaaaq 


960 


gacctcaagg 


agqtccgggg 


cctcctcgcc 


aaggacctcg 


ccgtcttggc 


ctCQacraqacr 


1020 


gggctagacc 


tcgtgcccgg 


ggacgacccc 


atgctcctcg 


cctacctcct 


ggacccttcg 


1080 


aacaccaccc 


ccgagggggt 


ggcgcggcgc 


tacggggggg 


aqtaqacqqa 


ggacgccgcc 


1140 


caccgggccc 


tcetctcgga 


gaggctccat 


cggaacctcc 


ttaagcgcct 


CQaqqaqaaq 


1200 


gaga age tec 


tttggctcta 


ccacgaggtg 


gaaaagcccc 


tctcccgggt 


cctggcecat 


1260 


stggaggcca 


ccggggtacg 


gcgggacgtg 


gcctaccttc 


aggccctttc 


cctggagctt . 


1320 


gcggaggaga 


tccgccgcct 




gtcttccgct 


tggcgggcca 


ccccttcaac 


1380 


ctcaactccc 


gggaccagct 


ggaaagggtg 


ctctttgacg 


agcttaggct 


tcccgcGttg 


1440 


aagaagacga 


agaagacagg 


caagcgctcc 


accagcgccg 


cggtgctgga 


ggccctacgg 


1500 


gaggcccacc 


ccatcgtgga 


gaagatcctc 


cagcaccggg 


agctcaccaa 


gctcaagaac 


1560 


acctacgtgg 


accccctccc 


aagcctcgtc 


cacccgagga 


cgggccgcct 


ccacacccgc 


1620 


ttcaaccaga 


cggccacggc 


cacggggagg 


cttagtagct 


ccgaccccaa 


cctgcagaac 


1680 
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atccccgtcc gcaccccctt gggccagagg atccgccggg ccttcgtggc cgaggcgggt 1740 
tgggcgttgg tggccctgga ctatagccag atagagctcc gcgtcctcgc ccacctctcc 1800 
ggggacgaaa acctgatcag ggtcttccag gaggggaagg. acatccacac ccagaccgca 1860 
agctggatgt tcggcgtccc cccggaggcc gtggaccccc tgatgcgccg ggcggccaag 1920 
acggtgaact tcggcgtcct ctacggcatg tccgcccata ggctctccca ggagcttgcc 1980 
atcccctacg aggaggcggt ggcctttata gagcgctact tccaaagctt ccccaaggtg 2040 
cgggcctgga tagaaaagac cctggaggag gggaggaagc ggggctacgt ggaaaccctc 2100 
ttcggaagaa ggcgctacgt gcccgacctc aacgcccggg tgaagagcgt cagggaggcc 2160 
gcggagcgca tggccttcaa catgcccgtc cagggcaccg ccgccgacct catgaagctc 2220 
gccatggtga agctctt.ccc ccgcctccgg gagatggggg cccgcatgct cctccaggtc 2280 
gccaacgagc tcctcctgga ggccccccaa gcgcgggccg aggaggtggc ggctttggcc 2340 
aaggaggcca tggagaaggc ctatcccctc gccgtgcccc tggaggtgga ggtggggatg 2400 
999gaggact ggctttccgc caagggtcac caccaccacc accac 2445 
<210> 580 
<211> 815 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 580 

Met Asn Ser Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
1 5 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 

20 . 25 30 ' - 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val He Val Val 
50 55 60 

Phe Asp Ala Glu. Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu He Lys Glu Met Val Asp Leu Leu Gly Leu Glu Arg Leu Glu Val 
100 105 110 
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Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys Asp Leu 
130 135 140 

Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg Pro Asp 
165 170 ' 175 

Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp Asn Leu 
180 185 190 

Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu Leu Glu 
195 200 205 

Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg Leu Lys 
210 215 220 

Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu Lys Leu 
225 230 235 240 

Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu Val Asp 
245 250 255 

Phe , Ala Lys Arg Arg Glu Pro Asp Arg Glu Gly Glu Lys Pro Arg Glu 
260 265 270 

Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu 
275 280 285 

Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys 
290 295 300 

Arg Gly Gly Arg Val His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys 
305 310 315 320 

Asp Leu Lys Glu Val Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu 
325 330 335 

Ala Ser Arg Glu Gly Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu 
340 345 350 

Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala 
355 360 365 

Arg Arg Tyr Gly Gly Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu ■ 
370 375 380 

Leu Ser Glu Arg Leu His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu 
385 390 395 400 

Glu Lys Leu Leu Trp Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg 
405 410 415 

Val Leu Ala His Met Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr 
420 425 430 

Leu Gin Ala Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu 
435 440 445 
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Glu Glu Val Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg 
450 455 460 

Asp Gin Leu Glu Arg Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu 
465 470 475 480 

Lys Lys Thr Lys Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu 
485 490 495 

Glu Ala Leu Arg Glu Ala His Pro lie Val Glu Lys lie Leu Gin His 
500 505 510 

Arg Glu Leu Thr Lys Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser 
515 520 525 

Leu Val His Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr 
530 535 540 

Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn 
545 550 555 560 

lie Pro Val Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val 
565 570 575 

Ala Glu Ala Gly Trp Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu 
580 585 590 

Leu Arg Val Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie Arg Val 
595 . 600 605 

Phe Gin Glu Gly Lys Asp lie His Thr Gin Thr Ala Ser Trp Met Phe 
610 615 620 

Gly Val Pro Pro Glu Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys 
625 630 635 640 

Thr Val Asn Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser 
645 650 655 

Gin Glu Leu Ala lie Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg 
660 665 ■ 670 

Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu 
675 680 685 

Glu Glu Gly Arg Lys Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg 
690 695 . 700 

Arg Tyr Val Pro Asp Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala 
705 710 715 720 

Ala Glu Arg Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp 
725 730 735 

Leu Met Lys Leu Ala Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met 
740 745 750 

Gly Ala Arg Met Leu Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala 
755 760 765 
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Pro Gin Ala Arg Ala Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met 
770 775 780 

Glu Lys Ala Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val Gly Met 
785 790 795 ^ 800 

Gly Glu Asp Trp Leu Ser Ala Lys Gly His His His His His His 
805 810 815 

<210> 581 
<211> 2445 
<212> DNA 

<213> Artificial Sequence 
<220> 



<223> Synthetic 



<400> 581 
atgaattccc 


tgcccctctt 


tgagcccaag ggccgggtgc 


ttctggtgga 


cggccaccac 


60 


ctggcctacc 


gtaccttttt 


tgccctgaag 


ggcctcacca 


ccagccgcgg 


ggagccggtc 


120 


caggcggtgt 


acgggtttgc 


caagagcctt 


ttgaaggcgc 


'taagggaaga 


cggggatgtg 


180 


gtgatcgtgg 


tctttgacgc 


cgaggccccc 


tccttccgcc 


accagaccta 


cgaggcctac 


240 


aaggcggggc 


gggctcccac 


ccccgaggac 


tttccccggc 


agcttgccct 


tatcaaggag 


300 


atggtggacc 


ttttgggctt 


tacccgcctc 


gaggtgccgg 


gctttgaagc 


ggatgacgtc 


360 


ctggctaccc 


tggccaagaa 


ggcggaaaag 


gagggctacg 


aggtccgcat 


cctcaccgcc 


420 


gacaaagace 


tttaccagct 


cctttccgac 


cgcatccacg 


tcctccaccc 


cgaggggtac 


480 


ctcatcaccc 


cggcctggct 


ttgggaaaag 


tacggcctga ggcccgacca 


gtgggccgac 


540 


taccgggccc 


tgaccgggga 


cgagtccgac 


aaccttcccg 


gggtcaaggg 


catcggggag 


600 


aagacggcga 


ggaagcttct 


ggaggagtgg 


gggagcctgg 


aagccctcct 


caagaacctg 


660 


gaccggctga 


agcccgccat 


ccgggagaag 


atcctggccc 


acatggacga 


tctgaagctc 


720 


tcctgggacc 


tggccaaggt 


gcgcaccgac 


ctgcccctgg 


aggtggactt 


cgccaaaagg 


780 


cgggagcccg 


accgggaggg 


ggagaagccc 


cgggaggagg 


ccccctggcc 


cccgcccgaa 


840 


ggggccttcg 


tgggcttcct 


cctttcccgc 


cccgagccca 


tgtgggcgga 


gcttaaagcc 


900 


ctggccgcct 


gcaggggcgg 


ccgcgtgcac 


cgggcagcag 


accccttggc 


ggggctaaag 


960 


gacctcaagg 


aggtccgggg 


cctcctcgcc 


aaggacctcg 


ccgtcttggc 


ctcgagggag 


1020 


gggctagacc 


tcgtgcccgg 


ggacgacccc 


atgctcctcg 


cctacctcct 


ggacccttcg 


1080 


aacaccaccc 


ccgagggggt 


ggcgcggcgc 


tacggggggg 


agtggacgga 


ggacgccgcc 


1140 


caccgggccc 


tcctctcgga 


gaggctccat 


cggaacctcc 


ttaagcgcct 


cgagggggag 


1200 
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gagaagctcc tttggctcta ccacgaggtg gaaaagcccc tctcccgggt cctggcccat 1260 

atggaggcca ccggggtacg gcgggacgtg . gcctaccttc aggccctttc cctggagctt 132 0 

gcggaggaga tccgccgcct cgaggaggag gtcttccgct tggcgggcca ccccttcaac 13 80 

ctcaactccc gggaccagct ggaaagggtg ctctttgacg agcttaggct tcccgccttg 1440 

aagaagacga agaagacagg caagcgctcc accagcgccg cggtgctgga ggccctacgg 1500 

gaggcccacc ccatcgtgga gaagatcctc cagcaccggg agctcaccaa gctcaagaac 1560 

acctacgtgg accccctccc aagcctcgtc cacccgagga cgggccgcct ccacacccgc 162 0 

ttcaaccaga cggccacggc cacggggagg cttagtagct ccgaccccaa cctgcagaac 1680 

atccccgtcc gcaccccctt gggccagagg atccgccggg ccttcgtggc cgaggcgggt 1740 

tgggcgttgg tggccctgga ctatagccag atagagctcc gcgtcctcgc ccacctctcc 1800 

9g99^cgaaa acctgatcag ggtcttccag gaggggaagg acatccacac ccagaccgca 1860 

agctggatgt tcggcgtccc cccggaggcc gtggaccccc tgatgcgccg ggcggccaag 1920 

acggtgaact tcggcgtcct ctacggcatg tccgcccata ggctctccca ggagcttgcc 1980 

atcccctacg aggaggcggt ggcctttata gagcgctact tccaaagctt ccccaaggtg 2040 

cgggcctgga tagaaaagac cctggaggag gggaggaagc ggggctacgt ggaaaccctc 2100 

ttcggaagaa ggcgctacgt gcccgacctc aacgcccggg tgaagagcgt cagggaggcc 2160 

gcggagcgca tggccttcaa catgcccgtc cagggcaccg ccgccgacct catgaagctc 2220 

gccatggtga agctcttccc ccgcctccgg gagatggggg cccgcatgct cctccaggtc 2280 

gccaacgagc tcctcctgga ggccccccaa gcgcgggccg aggaggtggc ggctttggcc .2340 

aaggaggcca tggagaaggc ctatcccctc gccgtgcccc tggaggtgga ggtggggatg 2400 

9999a9gact ggctttccgc caagggtcac caccaccacc accac 2445 
<210> 582 
<211> 815 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 582 

Met Asn Ser Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
1 5 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 
20 25 30 
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Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie Val Val 
50 55 60 

Phe Asp Ala Glu Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 , "90 95 

Leu lie Lys Glu Met Val Asp Leu Leu Gly Phe Thr Arg Leu Glu Val 
100 105 110 

Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys Asp Leu 
130 135 140 

Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg Pro Asp 
165 170 175 

Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp Asn Leu 
180 185 190 

Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu Leu Glu 
195 200 205 

Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg Leu Lys 
210 215 220 

Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu Lys Leu 
225 230 235 240 

Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu Val Asp 
245 250 255 

Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Gly Glu Lys Pro Arg Glu 
260 265 . 270 

Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu 
275 280 285 

Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys 
290 295 300 

Arg Gly Gly Arg Val His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys 
305 310 315 320 

Asp Leu Lys Glu Val Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu 
325 330 335 

Ala Ser Arg Glu Gly Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu 
340 345 350 



Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala 
355 360 365 
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Arg Arg Tyr Gly Gly Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu 
370 375 380 

Leu Ser Glu Arg Leu His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu 
385 390 395 400 

Glu Lys Leu Leu Trp Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg 
405 410 415 . 

Val Leu Ala His Met Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr 
420 425 430 

Leu Gin Ala Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu 
435 440 445 

Glu Glu Val Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg 
450 455 460 

Asp Gin Leu Glu Arg Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu 
465 470 475 480 

Lys Lys Thr Lys Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu 
485. 490 495 

Glu Ala Leu Arg Glu Ala His Pro lie Val Glu Lys lie Leu Gin His 
500 505 .510 

Arg Glu Leu Thr Lys Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser 
515 520 525 

Leu Val His Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr 
530 535 540 

Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn 
545 550 555 560 

lie Pro Val Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val 
565 570 575 

Ala Glu Ala Gly Trp Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu 
580 585 590 

Leu Arg Val Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie Arg Val 
595 600 605 

Phe Gin Glu Gly Lys Asp lie His Thr Gin Thr Ala Ser Trp Met Phe 
610 615 620 

Gly Val Pro Pro Glu Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys 
625 630 635 640 

Thr Val Asn Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser 
645 650 655 

Gin Glu Leu Ala lie Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg 
660 665 670 

Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu 
675 680 685 



Glu Glu Gly Arg Lys Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg 
690 695 700 
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Arg Tyr Val Pro Asp Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala 
705 710 715 720 

Ala Glu Arg Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp 
725 730 735 

Leu Met Lys Leu Ala Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met 
740 745 750 

Gly Ala Arg Met Leu Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala 
755 760 765 

Pro Gin Ala Arg Ala Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met 
770 775 780 

Glu Lys Ala Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val Gly Met 
785 790 795 800 

Gly Glu Asp Trp Leu Ser Ala Lys Gly His His His His His His 
805 810 815 

<210> 583 
<211> 2520 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



<400> 583 
atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


tacctttttt 


gccctgaagg 


gcctcaccac 


cagccggggg 


120 


gagccggtcc 


^ggcggtgta 


cgggtttgcc 


aagagccttt 


tgaaggcgct 


aagagaagac 


180 


ggggacgcgg 


tgatcgtggt 


ctttgacgcc 


gaggccccct 


ccttccgcca 


cgaggcctac 


240 


ggggggtaca 


aggcggggcg 


ggctcccacc 


cccgaggact 


ttccccggca 


gcttgccctt 


300 


atcaaggagc 


tggtggacct 


cctggggttt 


acccgcctcg 


aggtccccgg 


ctacgaggcg 


360 


gacgacgttc 


tcgccaccct 


ggccaagaag 


gcggaaaagg 


aggggtacga 


ggtgcgcatc 


420 


ctcaccgccg 


acaaagacct 


ttaccagctc 


ctttccgacc 


gcatccacgt 


cctccacccc 


480 


gaggggtacc 


tcatcacccc 


ggcctggctt 


tgggaaaagt 


acggcctgag 


gcccgaccag 


540 


tgggccgact 


accgggccct 


gaccggggac 


gagtccgaca 


accttcccgg 


ggtcaagggc 


600 


atcggggaga 


agaccgccct 


caagctcctc 


aaggagtggg 


ggagcctgga 


agccctcctc 


660 


aagaacctgg 


accggctgaa 


gcccgccatc 


cgggagaaga 


tcctggccca 


catggacgat 


720 


ctgaagctct 


cctgggacct 


ggccaaggtg 


cgcaccgacc 


tgcccctgga 


99tggacttc 


780 


gccaaaaggc 


gggagcccga 


ccgggagggg 


cttaaggcct 


ttttggagag 


gctggagttc 


840 
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r 




ggcagcctcc 


tccacgagtt 


cggcctcctg ggaggggaga 


agccccggga 


ggaggccccc 


900 


ugyCCCCCy c 


cggaaggggc 


cttcgtgggc 


tttgtgcttt 


cccgcaagga 


gcccatgtgg 


960 


gccgatct tc 


tggccctggc 


cgcctgcagg 


ggcggccqcq 


tgcaccgggc 


agcagacccc 


1020 


ttggcggggc 


taaaggacct 


caaggaggtc 


cggggcctcc 


tcgccaagga 


cctcgccgtc 


1080 


ttggcctcga 


gggaggggct 


agacctcgtg 


cccqaqaacQ 


accccatgct 


cctcgcctac 


1140 


ctcctggacc 


cttcgaacac 


cacccccgag 


qqqqtqqcqc 


ggcgctacgg 


gggggagtgg 


1200 


3-cggaggacg 


ccgcccaccg 


ggccctcctc 


tcggagaggc 


tccatcggaa 


cctccttaag 


1260 


cgcct cgagg 


gggaggagaa 


gctcctttgg 


ctctaccacg 


aggtggaaaa 


gcccctctcc 


1320 


cgggtcctgg 


cccatatgga 


ggccaccggg 


qtacqqcqqq 

-3 33 -3-33 


acgtggccta 


ccttcaggcc 


1380 


ctttccctgg 


agcttgcgga 


ggagatccgc 


cqcctcqaqq 


aggaggtctt 


ccgcttggcg 


1440 


ggccacccct 


tcaacctcaa 


ctcccgggac 


cagctggaaa 


gggtgctctt 


tgacgagctt 


1500 


aggcttcccg 


ccttgaagaa 


gacgaagaag 


acaggcaagc 


gctccaccag 


cgccgcggtg 


1560 


ctggaggccc 


tacgggaggc 


ccaccccatc 


gtggagaaga 


tcctccagca 


ccgggagctc 


1620 


accaagctca 


agaacaccta 


cgtggacccc 


ctcccaagcc 


tcgtccaccc 


gaggacgggc 


1680 


cgcctccaca 


cccgcttcaa 


ccagacggcc 


acggccacgg 


ggaggcttag 


tagctccgac 


174 0 


cccaacctgc 


agaacatccc 


cgtccgcacc 


cccttgggcc 


agaggatccg 


ccgggccttc 


1800 


gtggccgagg 


cgggttgggc 


gttggtggcc ctggactata gccagataga gctccgcgtc 


1860 


ctcgcccacc 


tctccgggga 


cgaaaacctg 


atcagggtct 


tccaggaggg 


gaaggacatc 


1920 


cacacccaga 


ccgcaagctg 


gatgttcggc 


gtccccccgg 


aggccgtgga 


ccccctgatg 


1980 


eg c cgggcgg 


ccaagacggt 


gaacttcggc 


gtcctctacg 


gcatgtccgc 


ccataggctc 


2040 


tcccaggagc 


t tgccatccc 


ctacgaggag gcggtggcct 


ttatagagcg 


ctacttccaa 


2100 


agcttcccca 


aggtgcgggc 


ctggatagaa 


aagaccctgg 


aggaggggag 


gaagcggggc 


2160 


tacgtggaaa 


ccctcttcgg 


aagaaggcgc 


tacgtgcccg 


acctcaacgc 


ccgggtgaag 


2220 


agcgtcaggg 


aggccgcgga 


gcgcatggcc 


ttcaacatgc 


ccgtccaggg 


caccgccgcc 


2280 


gacctcatga 


agctcgccat 


ggtgaagctc 


ttcccccgcc 


tccgggagat 


gggggcccgc 


2340 


atgctcctcc 


aggtcgccaa 


cgagctcctc 


ctggaggccc 


cccaagcgcg 


ggccgaggag 


2400 


gtggcggctt 


tggccaagga 


ggccatggag 


aaggcctatc 


ccctcgccgt 


gcccctggag 


2460 


gtggaggtgg 


ggatggggga 


ggactggctt 


tccgccaagg 


gtcaccacca 


ccaccaccac 


2520 
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< Z J. u > 






84 0 


<^X^ > 


FKi. 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


584 


Met Asn Ser Glu Ala Met Leu 


1 


5 



10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Ala Val 
50 55 60 

lie Val Val Phe Asp Ala Glu Ala Pro Ser Phe Arg His Glu Ala Tyr 
65 70 75 80 

Gly Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg 
85 90 .95 

Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg 
100 105 110 

Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu Ala 
115 120 125 

Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp 
130 135 140 

Lys Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro 
145 150 155 160 

Glu Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu 
165 170 175 

Arg Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser 
180 185 190 

Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu Lys 
195 200 205 

Leu Leu Lys Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp 
210 215 220 

Arg Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp 
225 230 235 240 

Leu Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu 
245 250 255 
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Glu Val 
Ala Phe 



Leu Leu 
290 

Glu Gly 
305 



Asp Phe 
260 

Leu Glu 
275 

Gly Gly 
Ala Phe 



Ala Asp Leu Leu 

Ala Ala Asp Pro 
340 



Ala Lys Arg Arg Glu Pro Asp Arg Glu Gly Leu Lys 
265 270 

Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly 
* 280 285 

Glu Lys Pro Arg Glu Glu Ala Pro Trp Pro Pro Pro 
295 300 

Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp 
•310 315 320 

Ala Leu Ala Ala Cys Arg Gly Gly Arg Val His Arg 
325 330 335 

Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly 
345 350 



Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp 
355 360 365 



Leu Val 
370 



Pro Gly 
Thr Thr 
Thr Glu Asp Ala 



Ser Asn 
385 



Asn Leu 



Leu Lys 
420 



Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro 
375 380 

Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp 
390 395 400 

Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg 
405 410 415 

Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr 
425 430 



His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
435 440 445 

Thr Gly Val Arg Arg- Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu 
450 455 460 

Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala 
465 470 475 480 

Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 495 

Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly 
500 505 510 

Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His 
515 520 525 

Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys 
530 535 540 



Asn Thr Tyr Val- 
545 

Arg Leu His Thr 



Ser Ser 



Ser Asp 
580 



Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly 

550 555 560 

Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu 
565 570 575 

Pro Asn Leu Gin Asn lie Pro Val Arg Thir Pro Leu 
585 590 
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Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu 
595 600 605 

Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu 
610 . 615 620 

Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie 
625 630 635 640 

His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val 
645 650 655 

Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu 
: 660 665 670 

Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr 
675 680 685 

Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys 
690 695 700 

Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly 
705 710 715 720 

Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn 
725 730 735 

Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn 
740 745 750 

Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val 
755 760 ' 765 

Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin 
,770 775 780 

Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu 
785 790 795 800 

Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala 
805 ' 810 815 

Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala 
820 825 830 

Lys Gly His His His His His His 

840 





835 


<210> 


585 


<211> 


2499 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 
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<400> 585 
atgaattccc 


tgcccctctt 


tgagcccaag 


agccgggtgc 


ttctggtgga 


cggccaccac 


60 


ctggcctacc 


gcacctcctt 


cgccctgaag 


ggcctcacca 


ccagccgcgg 


ggagccggtg 


120 


cagatggtct 


acggcttcgc 


ccggagcctc 


ctcaaggcct 


tgaaggagga 


cggacaggcg 


180 


gtggtcgtgg 


tctttgacgc 


caaggccccc 


tccttccgcc 


scgaggccta 


cgaggcctac 


240 


aaggcgggcc 


gggcccccac 


cccggaggac 


ttccccggca 


gctcgccctt 


atcaaggaga 


T rt rt 

300 


tggtggacct 


tttgggcctg 


gcgcgcctcg 


aggtcccggg 


ctacgaggcg 


gacgacgttc 


360 


tcgccaccct 


ggccaagaag 


gcggaaaagg aggggtacga 


ggtgcgcatt 


ctaccgccga 


420 


ccgcgacctc 


taccaactcg 


tctccgaccg 


cgtcgccgtc 


ctccaccccg 


agggccacct 


480 


catcaccccg 


gagtggcttt 


gggagaagta 


cggcctcagg 


ccggagcagt- 


gggtggactt 


540 


ccgcgccctc 


gtgggggacc 


cctccgacaa 


cctccccggg 


gtcaagggca 


tcggggagga 


600 


gacggcggcc 


aagctgatcc 


gggagtgggg 


aagcctggaa 


aaccttctta 


agcacctgga 


660 


acaggcgaaa 


cctgcctccg 


tgcgggagaa 


gatccttagc 


cacatggagg 


acctcaagct 


720 


atccctggag 


ctatcccggg 


tgcacacgga 


cttgcttctt 


cagtggactt 


taaggccctg 


780 


cgccgcagga 


cccccgacct 


ggagggcctg 


agggcctttt 


tggaggagct 


ggagttcggc 


840 


agcctcctcc 


acgagttcgg 


cctcctggag 


gcccccgccg 


cggcggagga 


agctccctgg 


900 


ccgccccccg 


agggagcctt 


cgtggggtac 


gttctttccc 


gccccgagcc 


catgtgggcg 


960 


gagcttaacg 


ccttggccgc 


cgcctggggc 


ggccgcgtgc 


accgggcagc 


agaccccttg 


1020 


gcggggctaa 


sgg^^cctcaa 


ggaggtccgg 


ggcctcctcg 


ccaaggacct 


cgccgtcttg 


1080 


gcctcgaggg 


aggggctaga 


cctcgtgccc 


ggggacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg gtggcgcggc 


gctacggggg 


ggagtggacg 


1200 


gaggacgccg 


cccaccgggc 


cctcctctcg 


gagaggctcc 


atcggaacct 


ccttaagcgc 


1260 


ctcgaggggg 


aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


gtcctggccc 


atatggaggc 


caccggggta 


cggcgggacg 


tggcctacct 


tcaggccctt 


1380 


tccctggagc 


ttgcggagga 


gatccgccgc 


ctcgaggagg 


3.ggtcttccg 


cttggcgggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tgctcttcga 


cgagcttagg 


1500 


cttcccgcct 


tgaagaagac 


gaagaagaca 


ggcaagcgct 


ccaccagcgc 


cgcggtgctg 


1560 


gaggccctac 


gggaggccca 


ccccatcgtg gagaagatcc 


tccagcaccg 


ggagctcacc 


1620 


aagctcaaga 


acacctacgt 


ggaccccctc 


ccaagcctcg 


tccacccgag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggga 


ggcttagtag 


ctccgacccc 


1740 


aacctgcaga 


acatccccgt 


ccgcaccccc 


ttgggccaga 


ggatccgccg 


ggccttcgtg 


1800 


gccgaggcgg 


gttgggcgtt 


ggtggccctg 


gactatagcc 


agatagagct 


ccgcgtcctc 


1860 
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gcccacctct 


ccggggacga 


aaacctgatc 


^99gtcttec 


aggaggggaa 


ggacatccac 


1920 


acccagaccg 


caagctggat 


gttcggcgtc 


ccGccggagg 


ccgtggaccc 


cctgatgcgc 


1980 




agacggtgaa 


cttcggcgtc 


ctctacggca 


tgtccgccca 


taggctctcc 


2040 




ccatccccta 


cgaggaggcg 


gcggccttta 


tagagcgcta 


cttccaaagc 


2100 


^ 4" ^ — i V— * 

tt cccca.a.gg 


tgcgggcctg 


gatagaaaag 


accctggagg 


aggggaggaa 


gcggggctac 


2160 


gtgga.a.accc 


tcttcggaag 


aaggcgctac 


gtgcccgacc 


tcaacgcccg 


ggtgaagagc 


2220 


gtcagggagg 


Gcgcggagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


22 80 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 


ctcctccagg 


tcgccaacga 


gctcctcctg gaggccccbc 


aagcgcgggc 


cgaggaggtg 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag 


gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggt 






2499 



<210> 586 

<211> 811 ' 

-<212> PRT 

<213> Artificial Sequence 
<22"o> 

<223>. Synthetic 

<400> 586 

Met Glu Phe Leu Pro Leu Phe . Glu Pro Lys Gly Arg Val Leu Leu Val 
1 5 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys Gly Leu 
20 25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 . 4 0 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie Val Val 
50 55 60 

Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly Gly Tyr 
65 70 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu Glu Val 
100 105 110 

Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Gly Asp Arg Asp Leu 
130 135 140 . 
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Tyr Gin Leu Val Ser Asp Arg Val Ala Arg Pro Glu Gin Trp Val Asp 
145 150 155 160 

Tyr Arg Ala Leu Ala Gly Asp Pro Ser Asp Asn lie Pro Gly Val Lys 
165 170 175 

Gly lie Gly Glu Lys Thr Ala Arg Lys Leu Leu Glu Glu Trp Gly Ser 
180 185 190 

Val Glu Ala Leu Leu Lys Asn Leu Asp Arg Leu Lys Pro Ala lie Arg 
195 200 205 

Glu Lys lie Leu Ala His Met Glu Asp Leu Lys Leu Ser Leu Glu Leu 
210 215 220 

Ser -Arg Val Arg Thr Asp Leu Pro Leu Glu Val Asp Leu Ala Gin Gly 
225 230 235 240 

Arg Glu Pro Asp Arg Glu Gly Leu Lys Ala Phe Leu Glu Arg Leu Glu^ 
245 250 255 

Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu Glu Ser Pro Val Ala 
260 265 270 

, Ala Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Tyr 
275 280 285 

Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Asn Ala Leu Ala 
290 295 300 

Ala Ala Trp Gly Gly Arg Val His Arg Ala Ala Asp Pro Leu Ala Gly 
305 310 315 320 

Leu Lys Asp Leu Lys Glu Val Arg Gly Leu Leu Ala Lys Asp Leu Ala 
325 330 335 

Val Leu Ala Ser Arg Glu Gly Leu Asp Leu Val Pro Gly Asp Asp Pro 
340 345 350 

Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly 
355 360 365 

Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu Asp Ala Ala His Arg 
370 375 380 

Ala Leu Leu Ser Glu Arg Leu His Arg Asn Leu Leu Lys Arg Leu Glu 
385 390 395 400 

Gly Glu Glu Lys Leu Leu Trp Leu Tyr His Glu Val Glu Lys Pro Leu 
405 410 415 

Ser Arg Val Leu Ala His Met Glu Ala Thr Gly Val Arg Arg Asp Val 
420 425 430 

Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg 
435 440 445 

Leu Glu Glu Glu Val Phe Arg Leu Ala Gly His Pro Phe Asn Leu Asn 
450 455 460 



Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp Glu Leu Arg Leu Pro 
465 470 475 480 
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Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala 
485 490 495 

Val Leu Glu Ala Leu Arg Glu Ala His Pro lie Val Glu Lys lie Leu 
500 505 510 

Gin His Arg Glu Leu Thr Lys Leu Lys Asn Thr Tyr Val Asp Pro Leu 
515 520 525 

Pro Ser Leu Val His Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn 
530 535 540 

Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu 
545 550 555 560 

Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala 
565 570 575 

Phe Val Ala Glu Ala Gly Trp Ala Leu Val Ala Leu Asp Tyr Ser Gin 
580 585 590 

lie Glu Leu Arg Val Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie 
595 600 605 

Arg Val Phe Gin Glu Gly Lys Asp lie His Thr Gin Thr Ala Ser Trp 
' 610 615. 620 

Met Phe Gly Val Pro Pro Glu Ala Val Asp Pro Leu Met Arg Arg Ala 
625 630 635 640 

Ala Lys Thr' Val Asn Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg 
645 650 655 

Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu Glu Ala Val Ala Phe lie 
660 665 670 

Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala Trp He Glu Lys 
675 680 685 

Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr Val Glu Thr Leu Phe Gly 
690 695 700 

Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala Arg Val Lys Ser Val Arg 
705 710 715 720 

Glu Ala Ala Glu Arg Met Ala Phe Asn Met' Pro Val Gin Gly Thr Ala 
725 730 ' 735 

Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu Phe Pro Arg Leu Arg 
740 745 750 

Glu Met Gly Ala Arg Met Leu Leu Gin Val Ala Asn Glu Leu Leu Leu 
755 760 765 

Glu Ala Pro Gin Ala Arg Ala Glu Glu Val Ala Ala Leu Ala Lys Glu 
770 775 780 

Ala Met Glu Lys Ala Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val 
785 790 ' 795 800 

Gly Met Gly Glu Asp Trp Leu Ser Ala Lys Gly 
805 810 
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m 



<210> 587 

<211> 2433 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 587 



atggaattcc 


tgcccctctt 


tgagcccaag 


ggccgggtgc 


ttctggtgga 


cggccaccac 


' 60 


ctggcctacc 


gcaccttcca 


cgccctgaag 


ggcctcacca 


ccagccgcgg 


ggagccggtc 


120 


caggcggtgt 


acgggtttgc 


caagagcctt 


ttgaaggcgc 


taagagaaga 


cggggatgtg 


180 


gtgatcgtgg 


tctttgacgc 


caaggccccc 


tccttccgcc 


acgaggccta 


cggggggtac 


240 


aaggcgggcc 


gggccccgac 


ccccgaggac 


ttcccccggc 


agctcgccct 


catcaaggag 


300 


ctggtggacc 


tcctggggct 


ggcgcgcctc 


gaggtgccgg 


gctttgaagc 


ggatgacgtc 


360 


ctggctaccc 


tggccaagaa 


ggcggaaaag 


gagggctacg 


aggtgcgcat 


tctcaccggc 


420 


gaccgcgacc 


tttaccaact 


cgtctccgac 


cgcgtcgcca 


ggccggagca 


gtgggtggac 


480 


taccgggcct 


tggccgggga 


cccttccgac 


aacatccccg 


gcgtgaaggg 


catcggggag 


540 


aagacggcga 


ggaagcttct 


ggaggagtgg 


gggagcgtgg 


aagccctcct 


caagaacctg 


600 


gaccggctga 


agcccgccat 


ccgggagaag 


atcctggccc 


acatggagga 


cctcaagcta 


660 


tccctggagc 


tatcccgggt 


gcgcaccgac 


ctccccctgg 


aggtggacct 


cgcccagggg 


720 


cgggagcccg 


accgggaggg 


gcttaaggcc 


tttttggaga 


ggctggagtt 


cggaagcctc 


780 


ctccacgagt 


tcggcctgtt 


ggaaagcccg 


gtggcggcgg 


aggaagctcc 


ctggccgccc 


840 


cccgagggag 


ccttcgtggg 


gtacgttctt 


tcccgccccg 


agcccatgtg 


ggcggagctt 


900 


aacgccttgg 


ccgccgcctg 


gggcggccgc 


gtgcaccggg 


cagcagaccc 


cttggcgggg 


960 


ctaaaggacc 


tcaaggaggt 


ccggggcctc 


ctcgccaagg 


acctcgccgt 


cttggcctcg 


1020 


agggaggggc 


tagacctcgt 


gcccggggac 


gaccccatgc 


tcctcgccta 


cctcctggac 


1080 


ccttcgaaca 


ccacccccga 


gggggtggcg 


cggcgctacg 


ggggggagtg 


gacggaggac 


1140 


gccgcccacc 


gggccctcct 


ctcggagagg 


ctccatcgga 


acctccttaa 


gcgcctcgag 


1200 


ggggaggaga 


agctcctttg 


gctctaccac 


gaggtggaaa 


agcccctctc 


ccgggtcctg 


1260 


gcccatatgg 


aggccaccgg 


ggtacggcgg 


gacgtggcct 


accttcaggc 


cctttccctg 


1320 


gagcttgcgg 


aggagatccg 


ccgcctcgag 


gaggaggtct 


tccgcttggc 


gggccacccc 


1380 


ttcaacctca 


actcccggga 


ccagctggaa 


agggtgctct 


ttgacgagct 


taggcttccc 


1440' 


gccttgaaga 


agacgaagaa 


gacaggcaag 


cgctccacca 


gcgccgcggt 


gctggaggcc 


1500 
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I 
I 




ctacgggagg 


cccaccccat 


cgtggagaag 


atcctccagc 


accgggagct 


caccaagctc 


1560 


aagaacacct 


acgtggaccc 


cctcccaagc 


ctcgtccacc 


cgaggacggg 


ccgcctccac 


1620 


acccgcttca 


accagacggc 


cacggccacg 


gggaggctta 


gtagctccga 


ccccaacctg 


1680 


cagaacatcc 


ccgtccgcac 


ccccttgggc 


cagaggatcc 


gccgggcctt 


cgtggccgag 


1740 


gcgggttggg 


cgttggtggc 


cctggactat 


agccagatag 


agctccgcgt 


cctcgcccac 


1800 


ctctccgggg 


acgaaaacct 


gatcagggtc 


ttccaggagg 


ggaaggacat 


ccacacccag 


1860 


accgcaagct 


ggatgttcgg 


cgtccccccg 


gaggccgtgg 


accccctgat 


gcgccgggcg 


1920 


gccaagacgg 


tgaacttcgg 


cgtcctctac 


ggcatgtccg 


cccataggct 


ctcccaggag 


1980 


cttgccatcc 


cctacgagga 


ggcggtggcc 


tttatagagc 


gctacttcca 


aagcttcccc 


2040 


aaggtgcggg 


cctggataga 


aaagaccctg 


gaggagggga 


ggaagcgggg 


ctacgtggaa 


2100 


accctcttcg 


gaagaaggcg 


ctacgtgccc 


gacctcaacg 


cccgggtgaa 


gagcgtcagg 


2160 


gaggccgcgg 


agcgcatggc 


cttcaacatg 


cccgtccagg 


gcaccgccgc 


cgacctcatg 


2220 


aagctcgcca 


tggtgaagct 


cttcccccgc 


ctccgggaga 


tgggggcccg 


catgctcctc 


2280 


caggtcgcca 


acgagctcct 


cctggaggcc 


ccccaagcgc 


gggccgagga 


ggtggcggct 


2340 


ttggccaagg 


aggccatgga 


gaaggcctat 


cccctcgccg 


tgcccctgga 


ggtggaggtg 


2400 


gggatggggg 


aggactggct 


ttccgccaag 


ggt 






2433 



<210> 588 

<211> 811 

<212> PRT 

<213>' Artificial Sequence 
<220> 

<223> Synthetic 

<400> 588 

Met Glu Phe Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
1 5 10 '15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys Gly Leu 
20 25 . 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie Val Val 
50 55 60 

Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly Gly Tyr 
65 70 75 80 
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Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu Glu Val 
100 105 110 

Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Gly Asp Arg Asp Leu 
130 135 140 

Tyr Gin Leu Val Ser Asp Arg Val Ala Arg Pro Glu Gin Trp Val Asp 
145 \ 150 155 160 

Tyr Arg Ala Leu Ala Gly Asp Pro Ser Asp Asn lie Pro Gly Val Lys 
165 170 175 

Gly lie Gly Glu Lys Thr Ala Arg Lys Leu Leu Glu Glu Trp Gly Ser 
180 185 190 

Val Glu Ala Leu Leu Lys Asn Leu Asp Arg Leu Lys Pro Ala lie Arg 
195 200 205 

Glu Lys lie Leu Ala His Met Glu Asp Leu Lys Leu Ser Leu Glu Leu 
210 215 220 

Ser Arg Val Arg Thr Asp Leu Pro Leu Glu Val Asp Leu Ala Gin Gly 
225 230 235 240 

Arg Glu Pro Asp Arg Glu Gly Leu Lys Ala Phe Leu Glu Arg Leu Glu 
245 250 255 

Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu Glu Ser Pro Val Ala 
260 265 270 

Ala Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala Phe Val Gly Tyr 
275 280 285 

Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu Leu Asn Ala Leu Ala 
290 295 300 

Ala Ala Trp Gly Gly Arg Val His Arg Ala Ala Asp Pro Leu Ala Gly 
305 310 315 320 

Leu Lys Asp Leu Lys Glu Val Arg Gly Leu Leu Ala Lys Asp Leu Ala 
325 330 335 

Val Leu Ala Ser Arg Glu Gly Leu Asp Leu Val Pro Gly Asp Asp Pro 
340 345 350 

Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr Thr Pro Glu Gly 
355 360 365 

Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu Asp Ala Ala His Arg 
370 375 380 

Ala Leu Leu Ser Glu Arg Leu His Arg Asn Leu Leu Lys Arg Leu Glu 
385 390 395 400 



Gly Glu Glu Lys Leu Leu Trp Leu Tyr His Glu Val Glu Lys Pro Leu 
405 410 415 
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i 



Ser Arg Val Leu Ala His Met Glu Ala Thr Gly Val Arg Arg Asp Val 
420 425 430 

Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu Ala Glu Glu lie Arg Arg 
435 440 * 445 

Leu Glu Glu Glu Val Phe Arg Leu Ala- Gly His Pro Phe Asn Leu Asn 
450 455 460 

Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp Glu Leu Arg Leu Pro 
465 470 475 480 

Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys Arg Ser Thr Ser Ala Ala 
485 490 495 

Val Leu Glu Ala Leu Arg Glu Ala His Pro lie Val Glu Lys lie Leu 
5,00 505 510 

Gin His Arg Glu Leu Thr Lys Leu Lys Asn Thr Tyr Val Asp Pro Leu 
515 520 525 

Pro Ser Leu Val His Pro Arg Thr Gly Arg Leu His Thr Arg Phe Asn 
530 535 540 

Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser Asp Pro Asn Leu 
545 550 555 560 

Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin Arg lie Arg Arg Ala 
565 570 575 

Phe Val Ala Glu Ala Gly Trp Ala Leu Val Ala Leu Asp Tyr Ser Gin 
580 585 590 

lie Glu Leu Arg Val Leu Ala His Leu Ser Gly Asp Glu Asn Leu lie 
595 600 605 

Arg Val Phe Gin Glu Gly Lys Asp lie His Thr Gin Thr Ala Ser Trp 
610 615 620 

Met Phe Gly Val Pro Pro Glu Ala Val Asp Pro Leu Met Arg Arg Ala 
625 630 635 640 

Ala Lys Thr Val Asn Phe Gly Val Leu Tyr Gly Met Ser Ala His Arg 
645 650 655 

Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu Glu Ala Val Ala Phe lie 
660 665 670 

Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala Trp lie Glu Lys 
675 ^ 680 685 

Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr Val Glu Thr Leu Phe Gly 
690 695 700 

Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala Arg Val Lys Ser Val Arg 
705 710 715 720 

Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro Val Gin Gly Thr Ala 
725 730 735 



Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu Phe Pro Arg Leu Arg 
740 745 750 
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Glu Met Gly Ala Arg Met Leu Leu Gin Val Ala Asn Glu Leu Leu Leu 
755 760 765 

Glu Ala Pro Gin Ala Arg Ala Glu Glu Val Ala Ala Leu Ala Lys Glu 
770 775 780 

Ala Met Glu Lys Ala Tyr Pro Leu Ala Val Pro Leu Glu Val Glu Val 
785 790 795 800 

Gly Met Gly Glu Asp Trp Leu Ser Ala Lys Gly 
805 810 

<210> 589 
<211> 2493 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



<400> 589 



atgaattccc 


tgcccctctt 


tgagcccaag 


ggccgggtcc 


tcctggtgga 


cggccaccac 


60 


ctggcctacc 


gtaccttttt 


tgccctgaag 


ggcctcacca 


cctcccgggg 


ggagccggtg 


120 


cagatggtct 


acggcttcgc 


ccggagcctc 


ctcaaggccc 


tcaaggagga 


cggggacgcg 


180 


gtgatcgtgg 


tctttgacgc 


cgaggccccc 


tccttccgcc 


accagaccta 


cgaggcctac 


240 


aaggcgggga 


gggctcccac 


ccccgaggac 


tttccccggc 


agcttgccct 


tatcaaggag 


300 


ctggtggacc 


tcctggggtt 


tacccgcctc 


gaggtccccg 


gctacgaggc 


ggacgacgtt 


360 


ctcgccaccc 


tggccaagaa 


ggcggaaaag 


gagggctacg 


aggtgcgcat 


cctcaccgcg 


420 


gaccgggacc 


tttaccagct 


tctttccgac 


cgcattcacg 


tccttcaccc 


cgaggggtac 


480 


ctcatcaccc 


cggcctggct 


ttgggaaaag 


tacggcttga 


ggcccgacca 


gtgggccgac 


540 


taccgggccc 


tgaccgggga 


cgaatccgac 


aacctttccg 


gggtcaaggg 


catcggggag 


600 


aagacggcga 


ggaagcttct 


ggaggagtgg 


gggagcctgg 


aagccctcct 


caagaacctg 


660 


gaccggctga 


agcccgccat 


ccgggagaag 


atcctggccc 


acatggacga 


tctgaagctc 


720 


tccttggagc 


tctcccgggt 


gcgcaccgac 


ctccccctgg 


aggtggactt 


cgccaaaagg 


780 


cgggagcccg 


accgggagag 


gcttagggcc 


tttctggaga 


ggcttgagtt 


tggcagcctc 


840 


ctccacgagt 


tcggcccttt 


ggaaagcccc 


^999ccgcgg 


aggaagctcc 


ctggccgccc 


900 


cccgagggag 


ccttcgtggg 


gtacgttctt 


tcccgccccg 


agcccatgtg 


ggcggagctt 


960 


aacgccttgg 


ccgccgccag 


gggcggccgc 


gtgcaccggg 


cagcagaccc 


cttggcgggg 


1020 


ctaaaggacc 


tcaaggaggt 


ccggggcctc 


ctcgccaagg 


acctcgccgt 


cttggcctcg 


1080 


agggaggggc 


tagacctcgt 


gcccggggac 


gaccccatgc 
- 763 - 


tcctcgccta 


cctcctggac 


1140 



ccttcgaaca 


ccacccccga 


gggggtggcg 


cggcgctacg 


ggggggagtg 


gacggaggac 


1200 


gccgcccacc 


gggccctcct 


ctcggagagg 


ctccatcgga 


acctccttaa 


gcgcctcgag 


1260 


ggggaggaga 


agctcctttg 


gctctaccac 


gaggtggaaa 


agcccctctc 


ccgggtcctg 


1320 


gcccatatgg 


aggccaccgg 


ggtacggcgg 


gacgtggcct 


accttcaggc 


cctttccctg 


1380 


gagcttgcgg 


aggagatccg 


ccgcctcgag 


gaggaggtct 


tccgcttggc 


gggccacccc 


1440 


ttcaacctca 


actcccggga 


ccagctggaa 


agggtgctct 


ttgacgagct 


taggcttccc 


1500 


gccttgaaga 


agacgaagaa 


gacaggcaag 


cgctccacca 


gcgccgcggt 


gctggaggcc 


1560 


ctacgggagg 


cccaccccat 


cgtggagaag 


atcctccagc 


accgggagct 


caccaagctc 


1620 


aagaacacct 


acgtggaccc 


cctcccaagc 


ctcgtccacc 


cgaggaicggg 


ccgcctccac 


1680. 


acccgcttca 


accagacggc 


cacggccacg 


gggaggctta 


gtagctccga 


ccccaacctg 


1740 


cagaacatcc 


ccgtccgcac 


ccccttgggc 


cagaggatcc 


gccgggcctt 


cgtggccgag 


1800 


gcgggttggg 


cgttggtggc 


cctggactat 


agccagatag 


agctccgcgt 


cctcgcccac 


1860 


ctctccgggg 


acgaaaacct 


gatcagggtc 


ttccaggagg 


ggaaggacat 


ccacacccag 


1920 


accgcaagct 


ggatgttcgg 


cgtccccccg 


gaggccgtgg 


accccctgat 


gcgccgggcg 


1980 


gccaagacgg 


tgaacttcgg 


cgtcctctac 


ggcatgtccg 


cccataggct 


ctcccaggag 


2040 


cttgccatcc 


cctacgagga 


ggcggtggcc 


tttatagagc 


gctacttcca 


aagcttcccc 


2100 


aaggtgcggg 


cctggataga 


aaagaccctg 


gaggagggga 


ggaagcgggg 


ctacgtggaa 


2160 


accctcttcg 


gaagaaggcg 


ctacgtgccc 


gacctcaacg 


cccgggtgaa 


gagcgtcagg 


2220 


gaggccgcgg 


agcgcatggc 


cttcaacatg 


cccgtccagg 


gcaccgccgc 


cgacctcatg 


2280 


aagctcgcca 


tggtgaagct 


cttcccccgc 


ctccgggaga 


tgggggcccg 


catgctcctc 


2340 


caggtcgcca 


acgagctcct 


cctggaggcc 


ccccaagcgc 


gggccgagga 


ggtggcggct 


2400 


ttggccaagg 


aggccatgga 


gaaggcctat 


cccctcgccg 


tgcccctgga 


ggtggaggtg 


2460 


gggatggggg 


aggactggct 


ttccgccaag 


ggt 






2493 



<210> 590 

<211> 831 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<400> 590 



Met Asn Ser 
1 

Asp Gly His 



Thr Thr Ser 
35 

Ser Leu Leu 
50 

Phe Asp Ala 
65 

Lys Ala Gly 



Leu lie Lys 



Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
5 10 15 

His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 
20 25 30 

Arg Gly Glu Pro Val Gin Met Val Tyr Gly Phe Ala Arg 
40 45 

Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie Val Val 
55 60 

Glu Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
70 75 80 

Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu Glu Val 
100 105 110 



Pro Gly Tyr 
115 

Glu Lys Glu 
. 130 

Tyr Gin Leu 
145 



Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
120 125 

Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Arg Asp Leu 
135 140 

Leu Ser Asp Arg lie His Val Leu His Pro Glu Gly Tyr 
150 155 160 



Leu lie Thr 



Gin Trp Ala 



Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg Pro Asp 
165 170 175 

Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp Asn Leu 
180 185 190 



Ser Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu Leu Glu 
195 200 205 



Glu Trp Gly 
210 

Pro Ala lie 
225 

Ser Leu Glu 
Phe Ala Lys 



Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg Leu Lys 
215 220 

Arg Glu Lys lie Leu Ala His Met Asp Asp Leu Lys Leu 
230 235 240 



Leu Ser Arg Val Arg Thr Asp Leu Pro Leu Glu Val Asp 
245 250 255 

Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala Phe Leu 
260 265 270 

Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Pro Leu Glu 
275 280 285 

Ser Pro Arg Ala Ala Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala 
290 295 300 

Phe Val Gly Tyr Val Leu Ser Arg. Pro Glu Pro Met Trp Ala Glu Leu 
305 310 315 320 
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Asn Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala Ala Asp 
325 330 335 

Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu Leu Ala 
340 345 350 

Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu Val Pro 
355 360 365 

Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr 
^ 370 375 380 

Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu Asp 
385 390 395 400 

Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn Leu Leu 
405 410 415 

Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His Glu Val 
420 425 430 

Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr Gly Val 
435 440 445 

Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu Ala Glu 
450 455 460 

Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly His Pro 
465 ^ 470 475 480 

Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp Glu 
485 490 495 

Leu Arg LeU Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys Arg Ser 
500 505 510 

Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro lie Val 
515 520 525 

Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn Thr Tyr 
530 535 ^ 540 

Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg Leu His 
545 550 555 560 

Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser 
565 570 575 

Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin Arg 
580 585 590 

lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val Ala Leu 
595 600 605 

Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser Gly Asp 
610 615 620 

Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His Thr Gin 
625 630 635 640 



Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp Pro Leu 
645 650 655 



- 766 - 



Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr Gly Met 
660 665 670 

Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu Glu Ala 
675 680 685 

Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg Ala 

690 695 7.00 

Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr Val Glu 
705 710 715 . 720 

Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala Arg Val 
725 730 735 

Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro Val 
740 745 750 

Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu Phe 
755 760 765 

Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val Ala Asn 
770 775 780 

Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val Ala Ala 
785 790 795 800 

Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val Pro Leu 
805 810 815 

Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys Gly 
820 825 830 

<210> 591 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 591 

agaaaggaag ggaagaaagc gaa 
<210> 592 
<211> 45 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 592 

tggaggtcaa aacatcgata agtcgaagaa aggaagggaa gaaat 
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<210> 593 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 593 

tgttttgacc tcca 14 

<210> 594 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 594 

ggcgaccaca cccgtcctgt 2 0 

<210> 595 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 595 

ccacgatgcg tccggcgtag 20 

<210> 596 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 596 

acgggtcaat gtccatgccc caaaga 26 
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<210> 


597 


<211> 


41 


<212 > 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


modif ied_base 


<222> 


(23) . . (23) 


<223> 


/note= "The residue 


<400> 


597 



gtctgagatg aaagtgctcc cgcacccacc caaggcacag c 41 
<210> 598 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 598 

tcttcgcaca tttcatctca gacgga 26 



<210> 


599 


<211> 


17 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


modif ied__base 


<222> 


(1) . . (17) 


<223> 


/note= "The residues 


<400> 


599 



gctgtgcctt gggtggg 17 
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<210> 


600 




<211> 


21 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<220> 






<221> 


modif ied_base 




<222> 


(1) . . (21) 




<223> 


/note= "The residues 


at 


<400> 600 

gctgtgcctt gggtgggtgc g 




<210> 


601 




<211> 


28 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 601 

aacgaggcgc acccacccaa ggcacagc 


<210> 


602 




<211> 


27 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<220> 






<221> 


modif ied_base 




<222> 


(23) . . (27) 




<223> 


/note= "The residues 


at 


<400> 


602 





21 



28 



gtctgagatg aaagtgcgcc tcgttaa 27 
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<210> 603 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 603 

aacgaggcgc acccacccaa ggcacagc 2 8 

<210> 604 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 604 

tcttcgcaca tttcatctca gac 23 

<210> 605 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 605 

gctgtgcctt gggtgggtgc g 21 

<210> 606 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 606 

tcttcgcaca tttcatctca gacgga 26 
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<210> 



607 



<211> 



20 



<212> 



DNA 



<213> 



Artificial Sequence 



<220> 



<223> 



Synthetic 



<400> 607 

gctgtgcctt gggtgggtgc 



20 



<210> 608 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> modif ied_base 

<222> (15) . . (20) 

<223> /note= "The residues at these positions are 2' o-methyl sugars" 

<400> 608 

gctgtgcctt gggtgggtgc 2 0 

<210> 609 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> modif ied_base 

<222> (1) . . (20) 

<223> /note= "The residues at these positions are 2' o-methyl sugars" 

<400> 609 

gctgtgcctt gggtgggtgc 20 
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<210> 


610 ' 


<211> 


26 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 610 

acgggtcaat gtccatgccc caaaga 


<210> 


611 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 611 

aacgaggcgc acccacccaa ggcacagc 


<210> 


612 


<211> 


27 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


modif ied_base 


<222> 


(23) . . (27) 


<223> 


/note= "The residues at 


<400> 612 

gtctgagatg aaagtgcgcc tcgttaa 


<210> 


613 


<211> 


17 


<212> 


DNA 



26 



28 



27 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> modif ied_base 

<222> (1) . . (17) 

<223> /note= "The residues at 

<400> 613 
gctgtgcctt gggtggg 

<210> 614 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> modif ied_base 

<222> (1) . . (19) 

<223> /note= "The residues at 

<400> 614 

gctgtgcctt gggtgggtg 

<210> 615 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> modif ied_base 

<222> (1) . . (21) 

<223> /note= "The residues at 

<400> 615 

gctgtgcctt gggtgggtgc g 



these positions are 2' o-methyls 



these positions are 2' o-methyls 



these positions are 2' o-methyls 
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<210> 


616 


<211> 


22 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


modif ied__base 


<222> 


(1) . . (22) 


<223> 


/note= "The residues 


<400> 616 

gctgtgcctt gggftgggtgc gc 


<210> 


617 


<211> 


26 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


617 



22 



ccgtcaacat ttaccatggg tgcgga 26 
<210> 618 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 618 

ccgccacctc gtagtcgaca tccttttcgt g 31 
<210> 619 
<211> 29 
<212> DNA 



- 775 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 619 

ttgataaatt tggggtggaa aggtttgga 

<210> 620 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 620 
agaactgaga ggaggcg 

<210> 621 

<211> . 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 621 

aacgaggcgc accaaactca ctcat 
<210> 622 
<211> 35 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 622 

gtcatgtagg cttctatgta gttgatgaag atgta 
<210> 623 
<211> 26 
<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 623 

ggctttgtag atgcctttct cttgga 

<210> 624 

<211> 18 

<212> DNA 

<213> Artificial Sequence . 
<220>. 

<223> Synthetic 

<400> 624 
atgagtgagt ttggtgcg 

<210> 625 

<211> 27 

<212> DNA 

<213> Artificial' Sequence 
<220> 

<223> Synthetic 

<400> 625 

ccaggaagca agtggtgcgc ctcgttt 

<210> 626 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 626 

aacgaggcgc accttggagg ca 

<210> 627 

<211> 24 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 627 

aaggtttcct tctcagttgt gtta 

<210> 62 8 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 628 

gcaaagatgt ctgttacggt caactc 

<21G> 629 

<211> 16 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 629 
tgcctccaag gtgcgc 

<210> 630 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 630 

aacgaggcgc accttcaaaa tgcctaa 

<210>^ 631 

<211> 23 

<212> DNA 



<213> Artificial Sequence 
<220> . 

<223> Synthetic 
<400> 631 

tgtcactctc ctctttccaa tta 
<210> 632 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> ' 

<223> Synthetic 
<400> 632 

gaaaagagtt ccattatccg ctacatctg 
<210> 633 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 633 

ttaggcattt tgaaggtgcg c 
<210> 634 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 634 

aacgaggcgc accgttgtgt ccc 
<210> 635 
<211> 21 
<212> DNA 



<213> Artificial Sequence 

<220> ' 

<223> Synthetic 

<400> 635 

gggatgtaga agccattcag a 21 

<210> 636 

<211> 20 

<212> DNA 

<213> Artificial Sequence ^ 
<220> 

<223> Synthetic 

<400> 636 

ttgttgtgct gtgggggatg * 20 

<210> 637 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 637 

gggacacaac ggtgcgc 17 

<210> 638 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 638 

ccgtcacgcc tccaccatat ccc 23 

<210> 639 

<211> 27 

<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 639 

ccagcggttt ccattggcaa agatcaa 

<210> 640 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 640 

cggaagaatg ggtcgaccat g 

<210> 641 

<2ii> 17:' 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 641 
gggatatggt ggaggcg 

<210> 642 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 642 

aacgaggcgc accgttccag gc 

<210> 643 

<211> 24 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 643 

catatccatg cagcaccacc atga 

<210> 644 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 644 

caaaatacag agtgaacaca gggcc 

<210> 645 

<211> 16 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 645 
gcctggaacg .gtgcgc 

<210> 646 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 646 

ccgtcacgcc tcatggataa tgccc 

<210> 647 

<211> 33 

<212> DNA 



<213> Artificial Sequence 



<220> 



<223> Synthetic 



<400> 647 

caggtgagaa aaggcattac agatagtgaa age 



33 



<210> 



648 



<211> 



22 



<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 648 

cagaggaaag agagctgcag gg 22 

<210> 649 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 649 



<210> 650 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 650 

ccgtcacgcc tccctgctga gaaa 24 

<210> 651 

<211> 20 

<212> DNA 



gggcattatc catgaggcg 



19 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 651 

cccgaggcat gcacggcgga 

<210> 652 

<211> 15 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 652 
ggcaggaagg cctcc 

<210> 653 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 653 
tttctcagca gggaggcg 

<210> 654 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 654 

ccgtcacgcc tcgccccaca 

<210> 655 

<211> 28 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 655 

cagcacaggc tgttgaccat cataaaac 28 

<210> 656 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 656 

cttttccata ctttttatga cattc 25 

<210> 657 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic ^ , 

<400> 657 

tgtggggcga ggcg ' 14 

<210> 658 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 658 

aacgaggcgc acagttgacc ttc 23 

<210> 659 

<211> 19 

<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 659 

gtgatggcca gcacagggc 19 

<210> 660 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 660 

atacgttccc cacatttttc • ^ 2 0 

<210> 661 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 661 

tgaaggtcaa ctgtgcgc / '18 

<210> 662 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 662 

aacgaggcgc acgtcataaa tacccc 26 

<210> 663 

<211> 21 

<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 663 

gccagcatag gctgttgaca c 

<21G> 664 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic , 

<400> 664 

agacttttct ^atacttttta taaeattc 

<210> 665 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223>' Synthetic 

<400> 665 

ggggtattta tgacgtgcgc 

<210> 666 

<211> 23 

<212> DNA 

<2i3> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 666 

ccgtcacgcc tcctgtctgt gat 

<210> 667 

<211> 22 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 667 

tcctgacagt gctcaatcag ga 

<210> 668 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 668 

tcctgacaat gctcaatgag ga 

<210> 669 

<211> 16 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 669 
gtcccggatg tggccc 

<210> 670 

<211> 17 

<212> DNA. 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 670 
atcacagaca ggaggcg 

<210> 671 

<211> 26 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 671 

aacgaggcgc acggactgtt ttctgc 

<210> 672 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 672 

cttgtcaaag tcctgatagt gctcctc 

<210> 673 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 673 

cttgttgaag tcttgatagt gttcctc 

<210> 674 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 674 

gcagaaaaca gtccgtgcgc 

<210> 675 

<211> 23 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 675 

ccgtcacgcc tcactgcggt cat 

<210> 676 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> ^ ■ 

<223> Synthetic 

<400> 676 

gtggataact gcatcagtgt atggcatttt 

<210> 677 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 677 

caagggttgg tagcctgtgt gagcc 

<210> 678 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 678 
atgaccgcag tgaggcg 

<210> 679 

<211> 24 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 679 

ccgtcacgcc tcagagccaa tcac ' 24 

<210> 680 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 680 

cgatcatcaa gggatggtgg cctgtgc 27 
<210> 681 
<211> 31 
<212> DNA 

<213> Artificial Sequence 

<220> . 
<223> Synthetic 
<400> 681 

ctgatcaatc tccttttgga ctttctctgc g . • 31 
<210> 682 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 682 

gtgattggct ctgaggcg 18 
<210> 683 
<211> * 26 
<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 683 

ccgtcacgcc tcctcttcaa tttctg 
<210> 684 
<211> 26 
<212> DNA 

*<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 684 

ccctgtcaat ttcttcatga agttta 
<210> 685 
<211> 23 
<212> ' DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 685 

ggtatttcat gaggatcagg age 
<210> 686 
<211> 20 
<212> , DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 686 

cagaaattga agaggaggcg 
<210> 687 
<211> 21 
<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 687 

aacgaggcgc accgggtccc a 

<210> 688 

<211>' 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 688 

tcccctgttt cttgaaaagt ccatgtgtga 

<210> 689 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 689 

aatccgtaga ggagcaccag g 

<210> 690 

<211> 15 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 690 
tgggacccgg tgcgc 

<210> 691 

<211> 21 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> .691 

ccgtcacgcc tcctcggcag g 21 
<210> 692 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 692 

cacaatatcg taggtaggag gtgccttaa 2 9 

<210> 693 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 693 

gccccatcga tctcctcc 18 
<210> 694 
<211> 15 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 694 

cctgccgagg aggcg 15 
<210> 695 
<211> 23 
<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 695 

aacgaggcgc actaggcttt get 

<210> 696 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 696 

ttcatgtagt cagggtcata gacaattaag 

<210> 697 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 697 

tccccagaac catcgaggaa agg 

<210> 698 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 698 
agcaaagcct agtgcgc 

<210> 699 

<211> 24 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 699 

aacgaggcgc acagaaggcc cctt 24 

<210> 700 

<211> 31 . 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 700 

ccttgaacag caccagaaat agactgagca c 31 

<210> 701 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 701 ' - 

ggaagaaccc agagacacca tec 23 

<210> 702 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 702 

aaggggcctt ctgtgcgc ' 18 

<210> 703 

<211> 25 

<212> DNA 



- 796 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 703 

aacgaggcgc acgttgtgat acctt 

<210> 704 

<211> 27 

<212> DNA ... 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 704 

gatgaaggcc ataaattaaa attgtgc 

<210> 705 

<211> 16 

<212> DNA 

<213.> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 705 
tgggtatgga acgtcc 

<210> 706 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 706 

aaggtatcac aacgtgcgc 

<210> 707 

<211> 14 

<212> DNA 



25 



27 



16 



19 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 707 
cccccttttg gggg 

<210> 708 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 708 

ccctatcttt aaagttttta aaaagtttga 

<210> 709 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 709 

ccgccgagat cactctgact gcct 

<210> 710 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 710 

ttgtcactcg gggttcgaga agatgaa 

<210> 711 
<211> - 19 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 711 

gggccagagg gctgattag 

<210> 712 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 712 
gggccagagg gctgatta 

<210> 713 

<211> 16 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 713 
gggccagagg gctgat 

<210> 714 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 714 
gggccagagg get 

<210> 715 

<211> 11 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 715 

gggccagagg g 11 

<210> 716 

<211> 17 

<212'> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 716 

aggcagtcag agtgatc * 17 

<210> 717 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 717 

aggcagtcag agtgatctc * 19 

<210> 718 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 718 

cggaagaagc agttggtgat ctcggcgg 28 

<210> 719 

<211> 14 

<212> DNA 



- 800 - 



• 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 
<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 719 

caacgcttcc tccg 14 
<210> 720 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> , . 

<223> Synthetic 
<400> 720 

ccgtcacgcc tctctgactg cct 23 

<210> 721 

<211> 27 , 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 721 

ttgtcactcg gggttcgaga agatgaa 27 
<210> 722 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 722 

gggccagagg gctgattag 19 

- 801 - 



<210> 723 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 723 

aggcagtcag agaggcg 17 

<210> 724 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223.> Synthetic 

<400> 724 

cggaagaagc agttggaggc gtgacggt 2 8 

<210> 725 

<211> 14 

<212> ' DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 725 

caacgcttcc tccg 14 

<210> 726 

<211> 25 

<212> DNA 



- 802 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

.<400> 726 

ccgtcacgcc tctctgactg cctgg 25 

<210> 727 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 727 

ttgtcactcg gggttcgaga agatgaa 27 

<210> 728 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 728 

ccaggcagtc agagaggcg 19 

<210> 729 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 729 

cggaagaagc agttggaggc gtgacggt 28 

<210> 730 

<211> 14 

<212> DNA 

<213> Artificial Sequence 



- 803 - 



# 



<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 
<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> , 730 

caacgcttcc tccg 14 
<210> 731 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 731 

ccgccgagat cactctgact gcc 23 
<210> 732 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 732 

ttgtcactcg gggttcgaga agatgaa 27 
<210> 733 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 733 

tgggccagag ggctgatta 19 



- 804 - 



<210> 734 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> ' Synthetic 

<400> 734 

aggcagtcag agtgatc ' 17 

<210> 735 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 735 

cggaagaagc agttggtgat ctcggcgg 2 8 

<210> 736 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 736 

caacgcttcc tccg 14 

<210> 737 

<211> 24 

<212> DNA 



- 805 • 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 737 

ccgccgagat cactgatctg actg 24 

<210> 738 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 738 

cttgtcactc ggggttcgag aagac 25 

<210> 739 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 739 

cctgggccag agggctgatt ' 20 

<210> 740 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 740 

cagtcagatc agtgatc 17 

<210> 741 

<211> 28 

<212> DNA 



- 806 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 741 

cggaagaagc agttggtgat ctcggcgg 2 8 



<210> 


742 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4).. (4) . 


<223> 


The, residue at this 
dye 


<400> 742 
caacgcttcc tccg 


<210> 


743 


<211> 


23 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 743 

ccgtcacgcc tctctgactg cca 


<210> 


744 


<211> 


23 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


744 



14 



23 



ccgtcacgcc tctctgactg ccg 23 

- 807 - 



<210> 745 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 745 

ccgtcacgcc tctctgacgg cct 23 

<210> 746 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 746 

ccgtcacgcc tctctgacag cct 23 

<210> 747 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 747 

ttgtcactcg gggttcgaga agatgaa 27 

<210> 748 

<211> 11 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 748 

gggccagagg g , 11 



- 808 - 



<210> 749 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic . 

<400> 749 

aggcagtcag agaggcg 17 

<210> 750 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 750 

aggccgtcag agaggcg ^'^ 

<210> 751 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 751 

aggctgtcag agaggcg 17 

<210> 752 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

1 4 

<223> Synthetic 

<400> 752 

ccaggaagca agtggaggcg tgacggu 27 



- 809 - 



<210> 753 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> ' 

< 2 2 1 > mis c_f ea ture 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group. 

<400> 753 

cactgcttcg tgg 13 

<210> 754 

<211> 26, 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 754 

ccgccgagat cactctgatg cctggg 26 

<210> 755 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 755 

cttgtcactc ggggttcgag aagatgaa 28 

<210> 756 

<211> 20 

<212> DNA 



- 810- 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400.> 756 

cccaggcagt cagagtgatc 20 
<210> 757 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 757 

cggaggaagc agttggtgat ctcggcgg 28 
<210> 758 
<211> 14 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
, <220> 

<221> misc_f eature 
<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 758 

caacgcttcc tccg 14 
<210> 759 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 759 

ccgtcacgcc tccatctgtt taggg 25 

-811- 



<210> 760 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 760 

caggtcctgg aaggagcact ta 22 

<210> 761 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 761 

ccatcagctt ctttgttctt gtcatc 26 

<210> 762 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 762 

gccctaaaca gatggaggcg 2 0 

<210> 763 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 763 

cggaagaagc agttggaggc gtgacggt 28 



- 812 - 



<210> 


764 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4).. (4) 


<223> 


The residue at this posi 
dye 


<400> 764 
caacgcttcc tccg 


<210> 


765 


<211> 


26 


<212> 


DNA 


<213> 


Artificial Sequence . 


<220> 




<223> 


Synthetic 


<400> 765 

ccgtcacgcc tccatctgtt taggigc 


<210> 


766 


<211> 


22 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 766 

caggtcctgg aaggagcact ta 


<210> 


767 


<211> 


26 


<212> 


DNA 



14 



26 



22 



- 813 - 



<213> Artificial Sequence 



<220> 



<223> 



Synthetic 



<400> 767 

catcagcttc tttgttcttg tcatcc 



26 



<210> 



768 



<211> 



20 



<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 768 

gccctaaaca gatggaggcg 20 

<210> 769 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 769 

cggaagaagc agttggaggc gtgacggt 2 8 

<210> 770 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 770 

caacgcttcc tccg 14 

<210> 771 

<211> 24 

<212> DNA 



- 814 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 771 

ccgtcacgcc tccatctgtt tagg 

<210> 772 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 772 

caggtcctgg aaggagcact ta 

<210> 773 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<22 3> Synthetic 

<400> 773 

gccatcagct tctttgttct tgtcatc 

<210> 774 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 774 

cggaagaagc agttggaggc gtgacggt 

<210> 775 

<211> 14 

<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_feature 
<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 775 

caacgcttcc tccg 14 
<210> 776 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 776 

ccgtcacgcc tcccatcagc ttc 23 
<210> 777 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 777 

gagcacttca tctgtttagg ga , . 22 

<210> 778 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 778 

tttgttcttg tcatcctcat tgccac 26 

-816- 



<210> 


779 




<211> 


17 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 779 
gaagctgatg ggaggcg 


17 


<210> 


780 




<211> 


28 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 780 

cggaagaagc agttggaggc gtgacggt 


, 28 


<210> 


781 




<211> 


14 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<220> 






<221> 


misc_f eature 




<222> 


(4) . . (4) 




<223> 


The residue at this position is 
dye 


linked to a spacer bearing a Cy3 


<400> 781 
caacgcttcc tccg 


14 


<210> 


782 




<211> 


29 




<212> 


DNA 





- 817 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 782 

ccgccgagat cactcatctg tttagggcc 2 9 

<210> 783 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 783 

ccgccgagat cactcatctg tttagggc 28 

<210> 784 

<211> 21 

<212> DNA 

'<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 784 ^ 

caggtcctgg aaggagcact a 21 

<2'10> 785 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 785 

ggccctaaac agatgagtga tc 22 

<210> 786 

<211> 28 

<212> DNA 



- 818 - 



<2i3> Artificial Sequence 



<220> 



<223> 



Synthetic 



<400> 786 

cggaggaagc agttggtgat ctcggcgg 



28 



<210> 



7 87 



<2il> .14- , 
<212> DNA' ^ ^ ' ' 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<220> . ' 

<221>' misc_f eature . 
<222> (4) . (4) 

<223> The residue at this posit ion is linked to a spacer bearing a Gy3 

dye . . " ■ . ^ 

<400> 787 

caacgcttCG tccg^ 14 
<210>^ 788 

<211> 24,. ' - . 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 78 8 

ccgtcacgcc tccagcaggt tggc . . 24 

<210> 789 ' ' 

<211> 17 
<212> DNA 

<213> . Artificial Sequence, 
<220> 

<223> Synthetic 
<400> 789 

gcttgaccca gggaggg 17 



- 819 - 




<210> 790 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 790 

gccaaggtgc tggaggcg 18 

<210> 791 

<211> 28 

<212> DNA 

<213> Artificial Sequence' 
<220> 

<223>' Synthetic 

<400> 791 

cggaagaagc agttggaggc gtgacggt 28 

<210> 792 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc^f eature 

<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 



dye 



<400> 792 
caacgcttcc tccg 



14 



<210> 



793 



<211> 



23 



<212> DNA 



- 820 - 



<213> Artificial Sequence 
<220> 

<223:> Synthetic 
<400> 793 

ccgtcacgcc tccagcaggt tgg 23 
<210> 794 
<211> 17 
<212> DNA 

<213> Artificial Sequence 
<220>^ 

<223> Synthetic 
<400> 794 

gcttgaccca gggaggg 17 
<210> 795 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 795 

caatctcggt ctgcaaagca gac , 23 

<210> 796 
<211> ^ 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 796 

gccaaggtgc tggaggcg 18 
<210> 797 
<211> 28 
<212> DNA 



- 821 - 



<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 797 

cggaagaagc agttggaggc gtgacggt 


<210> 


798 


<211> 


14 


< Z > 




<2i3> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this pos: 
dye 


<400> 798 
caacgcttcc tccg 


<210> 


799 


<211> 


24 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 799 

ccgtcacgcc tctcagcagg ttgg 


<210> 


800 


<211> 


22 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


800 



28 



14 



24 



actctagttt ttccttctcc ta 22 

- 822 - 



<210> 



801 



<211> 



23 



<212> DNA 



<213> Artificial Sequence 



<220> 



<223> 



Synthetic 



<400> 801 

caatctcggt ctgcaaagca gac 



23 



<210> 802 

<211> 18 

<212> DNA 

<213> Artificial Sequence 

<220> : 

<223> Synthetic 

<400> 802 

ccaacctgct gagaggcg 18 

<210> . 803 

<211> 28 

<212> DNA ' 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 803 

cggaagaagc agttggaggc gtgacggt 28 

<210> 804 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 



- 823 - 



<221> misc_f eature 

<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 804 

caacgcttcc tccg 14 

<210> 805 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 805 

ccgccgagat cactctcctc attgaatcct 30 

<210> 806 

<211> 29 

<212> DNA 

<213> Artificial Sequence 

<220> ' 

<223> Synthetic 

<400> 806 

ccgccgagat cactctcctc attgaatcc 29 

<210> 807 

<211> 34 

<212>' DNA 

<2i3> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 807 

ccaaaagtcc agtgatgatt ttcaccaggc aaga 34 

<210> 808 

<211> 25 

<212> DNA 



- 824 - 



<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 808 

aggattcaat gaggaagagt gatct 


25 


<210> 


809 




<211> 


28 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 809 

cggaggaagc agttggtgat ctcggcgg 


28 


<210> 


810 




<211> 


14 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<220> 






<221> 


misc_f eature 




<222> 


(4) . . (4) 




<223> 


The residue at this position is 
dye 


linked to a spacer bearing a Cy3 


<400> 810 
caacgcttcc tccg 


14 


<210> 


811 




<211> 


24 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 


811 





ccgtcacgcc tcctcctcat tgaa 24 

- 825 - 



<210> 812 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 812 

ccagtgatga ttttcaccag gcaagta 

<210> 813 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 813 

tccagattgg aagcatccat ct 

<210> 814 

<211> 17. 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 814 
ttcaatgagg aggaggc 

<210> 815 

<211> 28 

<212> DNA 

.<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 815 

cggaagaagc agttggaggc gtgacggt 



<210> 


816 . 


<211> 


14 

♦ 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc^f eature 


<222> 


(4). .(4) 


<223> 


The residue at this 
dye 


<400> 816 
eaacgcttcc tccg 


<210> 


817- 


<211>, 


23 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> , 


Synthetic 


<400> 817 

ccgtcacgcc tcctcctcat tga 


<210> 


818 


<211> 


27 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 818 

ccagtgatga t'tttcaccag gcaac 


<210> 


819 


<211> 


23 


<212> 


DNA 



14 



23 



27 



- 827 - 



<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 819 

atccagattg gaagcatcca tct 


<21G> 


820 


<211> 


17 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 820 
ttcaatgagg aggaggc 


:<210> 


821 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 821 

cggaagaagc agttggaggc gtgacggt 


<210> 


822 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this pos: 
dye 


<400> 


822 



23 



17 



28 



caacgcttcc tccg 14 

^ 828 - 



<210> 823 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 823 

ccgtcacgcc tcctcctcat tgaatg 

<210> 824 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 824 

ccgtcacgcc tcctcctcat tgaata 

<210> 825 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 825 

ccgtcacgcc tcctcctcat tgaatt 

<210> 826 

<211> 35 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 826 

ccaaaagtcc agtgatgatt ttcaccaggc aagta 



<210> 827 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 827 

cagattggaa gcatccatct 20 

<210> 828 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 828 

gattcaatga ggaggaggc 19 

<210> 829 

<211> 27 

<212>- DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 829 

ccaggaagca agtggaggcg tgacggu 27 

<210> 830 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 



- 830 - 



<221> misc_f eature 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group. 

<400> 830 

cactgcttcg tgg 13 

<210> 831 

<211> 26 

<212> DNA 

<213> .Artificial Sequence 
<220> 

■ <223> Synthetic 

<400> 831 

ccgtcacgcc tccttcggag tttggt 26 

<210> 832 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 832 

ccgtcacgcc tccttcggag tttggtt 27 

<210> 833 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 833 

gggttgtgga gtgagtgttc aagta 25 

<210> 834 

<211> 24 

<212> DNA 



- 831 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 834 

aacccaaact ccgaaggcgg cgtg ^ '24 

<210> 835 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> • . 

<223> Synthetic ... 

<400> 835 

cggaagaagc agttggaggc gtgacggt 2 8 



<210> 


836 


<211> 


14 


<212> 


DNA • 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this 
dye 


<400> 836 
caacgcttcc tccg 


<210> 


837 


<211> 


29 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


837 



14 



gccgtcacgc ctctttgggt ttgcttgtc 29 

- 832 - 



<210> 838 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 838 

gccgtcacgc ctctttgggt ttgcttgt 28 

<210> 839 

<211> 27' 

<212> DNA 

<213> Artificial Sequence 

<220> ^ . 

<223> Synthetic 

<400> 839 

tggagtgagt gttcaagtct tcggaga 27 

<210> 840 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 840 

gacaagcaaa cccaaagagg eg 22 

<210> 841 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 841 

cggaagaagc agttggaggc gtgacggc 28 



- 833 - 



<210> 


842 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this 



dye 

<400> 842 

caacgcttcc tccg 14 
<210> 843 
<211> 27 

<212> DNA f 

<213> Artificial Sequence 

<220> 

<223> Synthetic 
<400> 843 

cctgtctcgc tgccttcgga gtttggg 27 
<210> 844 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 844 

cctgtctcgc tgccttcgga gtttgg 26 
<210> 845 
<211> 25 
<212> DNA 



- 834 - 



<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 845 

gggttgtgga gtgagtgttc aagta 


<210> 


846 


<211> 


20 


<212> 


DNA 


<2a3> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 846 

cccaaactcc gaaggcagcg 


<210> 


847 


<211> 


28 


<212> 


DNA 


<2i3> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 847 

cggaggaagc agttggcagc gagacagg 


<210> 


848 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


modif ied_base 


<222> 


(26) . . (26) 


<223> 


The modified nucleotide 


<400> 


848 



25 



20 



28 



cggaggaagc agttggcagc gagacagg 28 



- 835 - 



<210> 


849 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




.<221> 


modif ied_base 


<222> 


(22) . . (22) 


<223> 


The modified nucleotide 


<400> 849 

cggaggaagc agttggcagc gagacagg 


<210> 


850 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


modif ied_base 


<222> 


(18) . , (18) 


<223> 


The modified nucleotide 


<400> 850 

cggaggaagc agttggcagc gagacagg 


<210> 


851 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 



2 8 



28 



- 836 - 



<220> 

<221> modif ied_base 

<222> (22) . . (22) 

<223> The modified nucleotide at this position is amino-deoxy adenosine 
<220> 

<221> modif ied_base 

<222> (26) , . (26) 

<223> The modified nucleotide at this position is amino-deoxy adenosine 

<400> 851 , 

cggaggaagc agttggcagc gagacagg 28 

<210> 852 

<211> 28- 

<212> DNA 

<213> Artificial Sequence 
'<220> 

<223> Synthetic 
<220> 

<221> modif ied_base 

<222> (18) . . (18) 

<223> The modified nucleotide at this position is amino-deoxy adenosine 

<22G> * 

<221> modif ied_base 

<222> (26) . . (26) 

<223> The modified nucleotide at this position is amino-deoxy adenosine 

<400> 852 

cggaggaagc agttggcagc gagacagg 28 

<210> 853 ' - • 

<211> 28 

<212> DNA 



- 837 - 



<213> 


Artificial Sequence 






<220> 








<223> 


Synthetic 






<220> 








<221> 


modif ied_base 






<222> 


(18),. (18) 






<223> 


The modified nucleotide at this 


position is 


amino-deoxy adenosine 


<220> 








<221> 


modif ied_base 






<222> 


(22) . . (22) 






<223> 


The modified nucleotide at this 


position is 


amino -deoxy adenosine 


<400> 853 

cggaggaagc agttggcagc gagacagg 




28 


<210> 


854 






<211> 


14 






<212> 


DNA 






<213> 


Artificial Sequence 






<220> 








<223> 


Synthetic 






<220> 








<221> 


misc_feature 






<222> 


(4) . . (4) 






<223> 


The residue at this position is 
dye 


linked to a 


spacer bearing a Cy3 


<400> 854 
caacgcttcc tccg 




14 


<210> 


855 






<211> 


28 






<212> 


DNA 






<213> 


Artificial Sequence 






<220> 








<223> 


Synthetic 







- 838 



<400> 855 

gccgtcacgc ctctgggaca cttgctgc 

<210> 856 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 856 

gccacaatgg tcttgaagat cacagcttct ta 

<210> 857 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 857 

gcagcaagtg tcccagaggc g 

<210> 858 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 858 

cggaagaagc agttggaggc gtgacggc 

<210> 859 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



<221> misc_f eature 

<222> (4) /. (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 859 

caacgcttcc tccg 14 

<210> 860 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 860 

ccgtcacgcc tccttcggag tttggg 26 

<210> 861 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic - 

<400> 861 

gggttgtgga gtgagtgttc aagta . 25 

<210> 862 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 862 

gggaaactcc gaaggaggcg 20 

<210> 863 

<211> 27 

<212> DNA 



- 840 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 863 

ccaggaagca agtggaggcg tgacggu 27 

<210> 864 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group. 

^400> 864 

cactgcttcg tgg 13 

<210> 865 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 865 

cgccgagatc accttcggag tttggg 26 

<210> 866 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 866 

999ttgtgga gtgagtgttc aagta 25 



- 841 - 



<210> 


867 


<211> 


20 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 867 

cccaaactcc gaaggtgatc 


<210> 


868 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 868 

cggaagaagc agttggtgat ctcggcgg 


<210> - 


869 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_feature 


<222> 


(4).. (4) 


<223> 


The residue at this pos: 
dye 


<400> 869 
caacgcttcc tccg 


<210> 


870 


<211> 


26 


<212> 


DNA 



20 



28 



14 



- 842 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 870 

aacgaggcgc accttcggag tttggg 26 

<210> 871 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<22G> 

<223> Synthetic 

<400> 871 

gggttgtgga gtgagtgttc aagta 25 

<210> 872 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 872 . 

cccaaactcc gaaggtgcg 19 

<210> 873 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 873 

cggaagaagc agttggtgcg cctcgttaa 29 

<210> 874 

<211> 14 

<212> DNA 



- 843 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

< 2 2 1 > mis c_f eatur e 
<222> (4) . . (4) 

<223>^ The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 874 

caacgcttcc tccg 14 
<210> 875 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<22G> 

<223> Synthetic 
<400> 875 

ccgtcacgcc tccttcggag tttgg 25 
<210> 876 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 876 

gggttgtgga gtgagtgttc aagta 25 
<210> 877 
<211> 18 
<212> DNA 

<213> Artificial Sequence 

<220> i- 

<223> Synthetic 

<400> 877 

gtttgcttgt ccaggtgg 18 

- 844 - 




<210> 878 
<211> ^ 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 878 

ccaaactccg aaggaggcg 19 

<210> 879 

<211> 28 ' 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 879 

cggaagaagc agttggaggc gtgacggt 28 

<210> 880 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 



dye 



<400> 880 
caacgcttcc tccg 



14 



<210> .881 



<211> 



24 



<212> 



DNA 



- 845 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 881 

ccgtcacgcc tccttcggag tttg 24 

<210> 882 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 882 

gggttgtgga gtgagtgttc aagta 25 

<210> 883 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 883 

gttttgcttg tccaggtgg 19 

<210> 884 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 884 

ccaaactccg aaggaggcg 19 

<210> 885 

<211> 28 . : 

<212> DNA 



- 846 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 885 

cggaagaagc agttggaggc gtgacggt 28 



<210> 


886 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


Tnisc_f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this 
dye 


<400> 886 
caacgcttcc tccg 


<210> 


887 


<211> 


23 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 887 

ccgtcacgcc tccttcggag ttt 


<210> 


888 


<211> 


25 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


888 



14 



23 



gggttgtgga gtgagtgttc aagta 25 

- 847 - 



<210> 889 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 889 

gggtttgctt gtccaggtg 19 

<210> 890 

<211> 19 

<212> DNA 

<213> Artificial Sequence 

<220> ' ^ 

<223> Synthetic 

<400> 890 

ccaaactccg aaggaggcg 19 

<210> 891 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 891 

cggaagaagc agttggaggc gtgacggt 28 

<210> 892 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



- 848 - 



<220> 

<221> misc_f eature 
<222> (4) . . (4) 

<223> The residue at this position 
dye 

<400> 892 
caacgcttcc tccg 

<210> 893 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 893 

ccgtcacgcc tccggagttt ggg 

<210> 894 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 894 

gttgtggagt gagtgttcaa gtatta 

<210> 895 

<211> 22 

<212> -DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 895 

tttgcttgtc caggtggtcc ag 



is linked to a spacer bearing a Cy3 

14 



23 



26 



- 849 - 



<210> 


896 


<211> 


17 


<212> 


DNA 


<213> 


Artificial Seqijence' 


<220> 




<223> 


Synthetic 


<400> 896 
cccaaactcc ggaggcg 


<210> 


897 


<211> 


28 


<212> 


DNA . 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 897 

cggaagaagc agttggaggc gtgac 


<210> 


898 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4).. (4) 


.<223> 


The residue at this 
dye 


<400> 898 
caacgcttcc tccg 


<210> 


899 


<211> 


23 


<212> 


DNA 



17 



28 



14 



- 850 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 899 

cgccgagatc accggagttt ggg 

<210> 900- 

'■<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 900 

gttgtggagt gagtgttcaa gtatta 

<210> 901 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 901 

tttgcttgtc caggtggtcc ag 

<210> 902 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 902 
ctagtggcct caaaccc 

<210> 903 

<211> 28 

<212> DNA 




<213> 



Artificial Sequence 



<22 0> 



<223> 



Synthetic 



<400> 903 

cggaagaagc agttggtgat ctcggcgg 



28 



<210> 



904 



<211> 



14 



<212> 



DNA 



<213> 



Artificial Sequence 



<220> 



<223> Synthetic 
<220> 

<221> misc_f eature 
<222> (4) . . (4) ' 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 904 ■ * 
caacgcttcc tccg ^14 

<210> 905 

<211> 30 

<212> DNA ' ^ 

<213> Artificial Sequence 

<220> 

<223> Synthetic 
<400> ' 905 

cgccgagatc acctttacat tttctatcgt 30 
<210> 906 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 906 

cgccgagatc acctttacat tttctatcgt 30 



- 852 - 



<210> 907 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 907 

ccttccttat cctggatctt ggca 

<210> 908 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 908 

acgatagaaa atgtaaaggt gate 

<210> 909 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 909 

cgcagtgaga atgaggtgat ctcggcggt 

<210> 910 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<22G> 

<223> Synthetic 



<221> misc_f eature 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group. 

<400> 910 

ctcttctcag tgcg 14 

<210> 911 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 911 

gtttcttttg tgtctccgca ctgcc 25 

<210> 912 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 912 

ccagcagtaa atgctccagt tgtaga 26 

<210> 913 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 913 

tagaacttga agtaggtgc 19 

<210> 914 

<211> 19 

<212> DNA 



- 854 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 914 

caaagaaaac acaggaggc 19 

<210> 915 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 915 

ccaggaagca agtggaggcg tgacggu 27 

<210> 916 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group. 

<400> 916 

cactgcttcg tgg * 13 

<210> 917 

<211> 2 6 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 917 

aacgaggcgc acctgtgttt tctttg 26 



- 855 - 



<210> 918 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 918 

ccagcagtaa atgctccagt tgtaga 

<210> 919 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 919 

tagaacttga agtaggtgc 

<210> 920 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 920 

caaagaaaac acaggtgcg 

<210> 921 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 921 

ccaggaagca agtggtgcgc ctcgttt 



<210> 922 

<211> 13 ^ 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_feature 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group. 

<400> 922 

cactgcttcg tgg 13 

<210> 923 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 923 

ccgtcacgcc tcctccagtt gtag 24 

<210> 924 

<211> 30 

<212> DNA . 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 924 

aaaatcatct gtaaatccag cagtaaatga 30 

<210> 925 

<211> 20 

<212> DNA 



- 857 - 



<213> Artificial Sequence 
<220> 

■<223> Synthetic 

<400> 925 

ctgtgttttc tttgtagaac 20 

<210> 926 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 926 

ctacaactgg aggaggc 17 

<210> 927 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 927 

ccaggaagca agtggaggcg tgacggu 27 

<210> 928 

<211> 13 

<212> DNA 

<213> Artificial Sequence. 
<220> 

<223> Synthetic 
<220> 

<221> misc_feature 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group. 

<400> 928 

cactgcttcg tgg 13 



- 858 - 



<210> 929 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 929 

aacgaggcgc acctccagtt gtag 24 

<210> 930 

<211> 30 

<212> DNA 

<213> Artificial Sequence . ' ' 

<220> ■ 

<223> Synthetic 

<400> 930 

aaaatcatct gtaaatccag cagtaaatga 30 

<210> 931 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 931 

ctgtgttttc tttgtagaac 20 

<210> 932 

<211> 17 . 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 932 

ctacaactgg aggtgcg 17 



- 859 - 



<210> 933 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 933 

ccaggaagca agtggtgcgc ctcgttt 27 



<210> 


934 


<211> 


13 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(3) . . (3) 


<223> 


The residue at this 


<400> 


934 



cactgcttcg tgg 13 
<210> 935 ^ 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 935 

ccgtcacgcc tcctgtgttt tctttgta 28 
<210> 936 
<211> 32 
<212> DNA 



- 860 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 936 

gtaaatccag cagtaaatgc tccagttgta ga 32 

<210> 937 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 937 

gaacttgaag taggtgcact gtt 23 

<210> 938 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 938 

tacaaagaaa acacaggagg cgt 23 

<210> 939 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 939 

ccaggaagca agtggaggcg tgacggu 27 

<210> 940 

<211> 13 

<212> DNA 



- 861 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<22G> 

<221> misc__f eature 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group. 

<400> *940 

cactgcttcg tgg 13 

<210=; 941 

<211> 28 . ' 

<212> DNA 

<213> Artificial Sequence 
<220> 

, <223> Synthistic 

<400> 941 

aacgaggcgc acctgtgttt tctttgta ' 28 

. <210> 942 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 942 

gtaaatccag cagtaaatgc tccagttgta ga 32 

<210> 943 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 943 

gaacttgaag taggtgcact gtt 23 



- 862 - 



<210> 944 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 944 

tacaaagaaa acacaggtgc g 

<210> 945 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 945 

ccaggaagca agtggtgcgc ctcgttt 

<210> 946 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (3) . . (3) 

<223> The residue at this position is 

<400> 946 
cactgcttcg tgg 

<210> 947 

<211> 24 

<212> DNA 



27 



linked to a Z21 quenching group. 

13 



- 863 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 947 

ccgtcacgcc tcctccagtt gtaa 24 

<210> 948 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 948 

ccgtcacgcc tcctccagtt gtat 24 

<210> 949 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 949 

ccgtcacgcc tcctccagtt gtac 24 

<210> 950 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 950 

aaaatcatct gtaaatccag cagtaaatga 30 

<210> 951 

<211> 20 

<212> DNA 



- 864 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 951 

ctgtgttttc tttgtagaac 

<210> 952 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 952 
ctacaactgg aggaggc 

<210> 953 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 953 

ccaggaagca agtggaggcg tgacggu 

<210> 954 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc__f eature 

<222> (3) . . (3) 

<223> The residue at this position 

<400> 954 
cactgcttcg tgg 



17 



27 



is linked to a Z21 quenching group. 

13 



- 865 - 



<210> 955 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 955 

gccgtcacgc ctcccttctt gatg 24 
<210> '956 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 956 

ttctagacac tgaagatgtt tcagttctgt gga 33 
<210> 957 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 957 

catgcccaag aagggaggcg 20 
<210> 958 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 958 . 

cggaagaagc agttggaggc gtgacggc 28 



- 866 - 



<210> 959 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 959 

caacgcttcc tccg 14 

<210> 960 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 960 

ccgtcacgcc tctaattcca ttcaaaatca tct 33 

<210> 961 

<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 961 

catcctggtg agtttgggat tcttgtaatt tata 34 

<210> 962 

<211> 25 

<212> DNA 



- 867 - 



<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 962 

■gtaaatccag cagtaaatgc tccag 


<210> 


963 


<211> 


27 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 963 . 

agatgatttt gaatggaatt agaggcg 


<210> 


: 964 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 964 

cggaagaagc agttggagge gtgacggc 


<2io> 


965 ' 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


,(4).. (4) 


<223> 


The residue at this pos; 
dye 


<4G0> 


965 



25 



27 



28 



caacgcttcc tccg 14 

- 868 - 



• 



<210> 966 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 966 

ccgccgagat cacctgtgtt ttctttgta 29 

<210> 967 

<211> 32 . 

<212> DNA • 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 967 

gtaaatccag cagtaaatgc tccagttgta ga 32 

<210> 968 ' ' ' - 

<211> 23 

<212> DNA 

<213> Artificial Sequence 

<220> . 

<223> Synthetic 

<400> 968 ^ 

gaacttgaag taggtgcact gtt 23 

<210> 969 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 969 

gaacttgaag taggtgcact gtt 23 



- 869 - 



<210> 970 

<211> 23 

<212> DNA . ^ 

<213> Artificial Sequence 

<220> 

<223> Synthetic 

<40d> 970 

gaacttgaag taggtgcact gtt 23 

<210> 971 

<211> 23r 

<212> DNA 

<213> Artificial Sequence 
<22G> 

<223> Synthetic 

<400> 971 

gaacttgaag taggtgcact gtt ' 23 

<210> 972 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<226> 

<223> Synthetic 

<400> 972 

tacaaagaaa acacaggtga tct 23^ 

<210> 973 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 973 

cggaggaagc agttggtgat ctcggcgg 28 



870 - 



<210> 974 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> ' Synthetic 
<220> 

<221> misc_f eature 

<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 974 

caacgcttcc tccg 14 

<210> 975 

'<211> 26 

<212> DNA ' ^ 

<213> Artificial Sequence 

<22G> 

<223> Synthetic 

<400> 975 

aacgaggcgc acccttcttg ggcatg ^ 26 

<21G> 976 

<211> 33 

<212> DNA, 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<4G0> 976 

ttctagacac tgaagatgtt tcagttctgt gga 33 

<210> 977 

<211> 19 

<212> DNA 



- 871 - 



<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 977 

catgcccaag aagggtgcg 


19 


<210> 


978 




<211> 


29 . 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 978 

cggaagaagc agttggtgcg cctcgttaa 


29 


<210> 


979 




<211> 


. 14 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<220> 






<221> 


misc__f eature 




<222> 


(4) . . (4) 




<223> 


The residue at this position is 
dye 


linked to a spacer bearing a Cy3 


<40G> 979 
caacgcttcc tccg 


14 


<210> 


980 




<211> 


33 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 


980 





aacgaggcgc actaattcca ttcaaaatca tct 33 

- 872 - 



<210> 981 

<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 981 

catcctggtg agtttgggat tcttgtaatt tata ^ 34 

<210> 982 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223>^ Synthetic 

<400> 982 

gtaaatccag eagtaaatgc tccag 25 

<210> 983 

<211> 2 6 

<212> DNA 

<213> Artificial Sequence , 
<220> 

<223> Synthetic 

<400> 983 

agatgatttt gaatggaatt agtggt 26 

<210> 984 

<211> 29 . 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 984 

cggaagaagc agttggtgcg cctcgttaa 29 



- 873 - 



<210> 


985 


<211> 


14 


<212> 


DNA 


<213> 


Art i f i cial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4) . . (4). 


<223> 


The residue at this 



dye 

<400> 985 

caacgcttcc tccg 14 
<210> 986 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 986 

cctgtctcgc tgccagttgt gttcttggag 30 
<210> 987 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 987 

ccctgcagaa ggtttccttc ta 22 
<210> 988 
<211> 22 
<212> DNA 



- 874 - 



.# 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 988 

ccctgcagat ggtttccttc ta 22 
<210> 989 
<2li> 22 
<212>, DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 989 

ctccaagaac acaactggca gc . 22 
<210> 990 
<211> 24 

<212> DNA / 

<213> ^Artificial Sequence 

<220> 

<223> Synthetic 
<400> 99G 

ctccaagaac acaactggca gcga 24 
<210> 991 ' ■ ' 

<211> 26 

<212> DNA ' ' 

<213> Artificial Sequence 

<220> 

. <223> Synthetic 
<400> 991 

ctccaagaac acaactggca gcgaga 26 
<210> 992 
<211> . 28 
<212> DNA 



875 - 



<213> 



Artificial Sequence 



<220> 



<223> 



Synthetic 



<400> 992 

cggaggaagc agttggcagc gagacagg 



28 



<210> 993 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 993 

caacgcttcc tccg 14 

<210> 994 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 994 

aacgaggcgc accttggagg cagcaaa 27 

<210> 995 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 995 

aacgaggcgc accttggagg cagcaa 26 



- 876 - 



<210> 996 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 996 

aaggtttcct tctcagttgt gtta 

<210> 997 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 997 

ctttgctgcc tccaaggtgc g 

<210> 998 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 998 

cggaggaagc agttggtgcg cctcgttaa 

<210> 999 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



<220> 

<221> misc_feature 

<222> (4) , . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 999 

caacgcttcc tccg 14 

<210> 1000 

<211> 29 

<212> DNA . ■ ^ - 

<213> Artificial Sequence 

<220> 

<223> Synthetic 

<400> 1000 . . 

cagtcacgtc tctggaggca gcaaagatg "29 

<210> 1001 

<211> 26 : 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1001 

aaggtttcct tctcagttgt gttcta^ 26 

<210> 1002 

<211> 23 

<212> DKTA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1002 

catctttgct gcctccagag acg 23 

<210> 1003 

<211> 29 



- 878 - 



<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1003 

gctactgaga tgaaggagac gtgactgta 29 



<^-LU > 


-LUU4 


<2ll> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_feature 


<222> 


(4) . . (4) 


<223> 


The residue at this 



dye 
<400> 1004 

cttctctcag tagc 14 
<210> 1005 
<211> 28 

^<:212> DNA - ■ 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1005 

aacgaggcgc accttggagg cagcaaag 28 
<210> 1006 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



- 879 - 



<400> 1006 

aaggtttcct tctcagttgt gtta . 24 

<210> 1007 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1007 

ctttgctgcc tccaaggtgc g 21 
<210> 1008 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<22Z> Synthetic 
<400> 1008 

cggaggaagc agttggtgcg cctcgttaa 2 9 



<210> 


1009 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> , 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4).. (4) 


<223> 


The residue at this 
dye 


<400> 


1009 



caacgcttcc tccg 14 



- 880 - 



i 



<210> 1010 



<211> 



32 



<212> DNA 



<213> Artificial Sequence 



<220> 



<223> 



Synthetic 



<400> 1010 

cgccgagatc acccctttag ttttacaaca gt 



32 



<210> 1011 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1011 

gaattggcac tcaaatgtgt tgtcagaga 29 

<210> 1012 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1012 

actgttgtaa aactaaaggg ggtgatct 28 

<210> 1013 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1013 

cggaggaagc ggttggtgat ctcggcg 27 



- 881 - 



<210> 1014 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_feature 

<222> (4) . . (4) 

<223> The residue at this position 
dye 

<400> 1014 
caacgcttcc tccg 

<210> 1015 

<211> 35 

<212> DNA 

.<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1015 
tgccgccgag atcacccctt tagttttaca acagt 

<210> 1016 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1016 

gaattggcac tcaaatgtgt tgtcagaga 

<210> 1017 

<211> 24 

<212> DNA 



is linked to a spacer bearing a Cy3 



14 



35 



- 882 . 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1017 

actgttgtaa aactaaaggg ggtg 24 

<210> 1018 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1018 

actgttgtaa aactaaaggg ggtgat 26 

<210> 1019 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1019 

actgttgtaa aactaaaggg ggtgat ct 2 8 

<210> 1020 

<211> 30 

<212> DNA 

<213> Artificial. Sequence 
<220> 

<223> Synthetic 

<400> 1020 

actgttgtaa aactaaaggg ggtgatctcg 30 

<210> 1021 

<211> 30 

<212> DNA 



- 883 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1021 

cggaggaagc ggttggtgat ctcggcggca 30 



<210> 


1022 


<211> 


14 


<212> 


DNA 


<213> 


Artificial * Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_feature 


<222> 


(4).. (4) 


<223> 


The residue at this 



dye 
<400> 1022 

caacgcttcc tccg 14 
<210> 1023 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1023 . : - 

gccgccgaga tcaccccttt agttttacaa cagt 34 

<210> 1024 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1024 

ccgccgagat caccccttta gttttacaac agt 33 

- 884 - 



<210> 1025 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1025 

gaattggcac tcaaatgtgt tgtcagaga 

<210> 1026 : 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1026 

actgttgtaa aactaaaggg ggtgat 

<210> 1027 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1027 

cggaggaagc ggttggtgat ctcggcggca 

<210> 1028 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



<220> 

<221> misc_feature 
<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 1028 

caacgcttcc tccg 14 

<210> 1029 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1029 

aacgaggcgc acccctttag ttttacaaca gt 32 

<210> 1030 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1030 

gaattggcac tcaaatgtgt tgtcagaga 29 

<210> 1031 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

' <223> Synthetic 

<400> 10.31 

agtaactgtt gtaaaactaa aggggtgcg 29 



- 886 . 



<210> 1032 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1032 

cggaggaagc agttggtgcg cctcgttaa 29 

<210> 1033 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
.<220> 

<221> misc_feature 

<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 1033 

caacgcttcc tccg 14 

<210> 1034 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1034 

aacgaggcgc acccctttag ttttacaaca gt 32 



- 887 - 



<210> 1035 

<211> -29 . ' 

<212> DNA ' 

<213> • Artificial Sequence . ^ 

<220> 

<22 3> Synthetic . ' 

<4G0> ^1035 

gaattggcac tcaaatgtgt tgtcagaga, 29 

<210> 1036 , 

<211> 29 ' 

<212> DNA 

<213> Artificial Sequence 
<220> ' :^ - 

<223> Synthetic* 

<400> 1036 ' , 

agtaactgtt gtaaaactaa aggggtgcg ,29 

<210> 1037 

<211> 29 ' • 

<212> DNA ^ 

<213-> Artificial Sequence 

<220> . 

<223> Synthetic 

<40G> 1037 * . 

cggaggaagc agttggtgcg cctcgttaa 2 9 

<210> 1038 

<211> 14 . 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



- 888 - 



<220> 

<221> misc_f eature 
<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 1038 

caacgcttcc tccg 14 

<210> 1039 

<211> 29 ^ 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1039 

ccgtcacgcc tcccctttag ttttacaac 29 

<210> 1040 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1040 

gaattggcac tcaaatgtgt tgtcagaga 2 9 

<210> 1041 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1041 

agttactctg atattgctga tgaaattctc ag 32 



- 889 - 



<210> 1042 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1042 

gttgtaaaac taaaggggag gcg 23 

<210> 1043' 

<211> 28 

<212> DNA ^ . 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1043 

cggaagaagc agttggaggc gtgacggt 28 



<210> 


1044 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4).. (4) 


<223> 


The residue at this 
dye 


<400> 


1044 



caacgcttcc tccg 14 



- 890 - 



# 



<210> 1045 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1045 

cgccgagatc acccctttag ttttacaac 29 

<210> 1046 

<211> 29 ' 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1046 

gaattggcac tcaaatgtgt tgtcagaga 29 

<210> 1047 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1047 

agttactctg atattgctga tgaaattctc ag 32 

<210> 1048 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1048 

gttgtaaaac taaaggggtg ate 23 



- 891 - 



( 



<210> 1049 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1049 

cggaagaagc agttggtgat ctcggcgg 2 8 



<210> 


1050 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4).. (4) 


<223> 


The residue at this 
dye 


<400> 1050 
caacgcttcc tccg 


<210> 


1051 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 1051 

ccgtcacgcc tcccctttag tttt; 


<210> 


1052 


<211> 


29 


<212> 


DNA 



14 



28 



- 892 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1052 

gaattggcac tcaaatgtgt tgtcagaga 2 9 

<210> 1053 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1053 

cagttactct gatattgctg atgaaattct ca 32 

<210> 1054 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1054 

gttgtaaaac taaaggggag gcg 23 

<210> 1055 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1055 

cggaagaagc agttggaggc gtgacggt 28 



- 893 - 



<210> 


1056 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


.<22 0> 




<221> 


misc_feature 


<222> 


(4).. (4) 


<223> 


The residue at this 
dye 


<400> 1056 
caacgcttcc tccg- 


<210> 


1057 


<211> 


28 ^ , 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 1057 

ccgtcacgcc tcccctttag ttttc 


<210> 


1058 , 


<211> 


29 


<212> 


DNA 


<213> 


\Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


1058 



14 



28 



gaattggcac tcaaatgtgt tgtcagaga 29 



- 894 - 



<210> 1059 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1059 

cagttactct gatattgctg atgaaattct ca 32 

<210> 1060 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1060 

gttgtaaaac taaaggggag gcg 23 

<210> 1061 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1061 

ccaggaagca gttggaggcg tgacggt 27 

<210> 1062 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



<220> 

<221> misc_f eature 
<222> (4) . . (4) 

<223> The residue at this position 
dye 

<400> 1062 
caacgcttcg tgg 

<210> 1063 

<211> 26 

<212> , DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1063 

ccgtcacgcc tcccgttagc taagat 
<210> 1064 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1064 

cgaggttttc caaggagttg ttta 
<210> 1065 
<211> 22 
<212> 'DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1065 

ccctggatca gatttagaga gc 



is linked to a spacer bearing a Cy3 

13 



26 



24 



- 896 - 



<210> 1066 

<211> 20 

<212> DNA 

<213> Artificial Sequence 

<220> ^ ' 

<223> Synthetic 

<400> 1066 

atcttagcta acgggaggcg 20 

<210> 1067 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1067 

cggaagaagc agttggaggc gtgacggt 28 

<210> 1068 

<211> 14 

<212> DNA 

<213> ' Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 



dye 



<400> 1068 
caacgcttcc tccg 



14 



<210> 



1069 



<211> 



25 



<212> 



DNA 



- 897 - 



p 



<213> Artificial Sequence 



<220> 



<223> Synthetic 



<400> 1069 

ccgtcacgcc tcagttgttt ccgtt 



25 



<210> 1070 

<211> 27 

<212> DNA 

<213> Artificial Sequence - , 

<220> 

<223> Synthetic 

<400> 1070 

agaggtacaa acgaggtttt ccaaggc 27 

<210> 1071 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1071 

agctaagatc cctggatcag atttagaga 29 

<210> 1072 

<211> 19 

<212> DNA 

<213> Artificial Sequence 



<220> 



<223> 



Synthetic 



<400> 1072 
aacggaaaca actgaggcg 



19 



- 898 - 



<210> 



1073 



<211> 



27 



<212> 



DNA 



<213> 



Artificial Sequence 



<220> 



<223> 



Synthetic 



<400> 1073 

ccaggaagca agtggaggcg tgacggu 



27 



<210> 1074 

<211> 13 . 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group. 

<400> 1074 

cactgcttcg tgg 13 

<210> 1075 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1075 

ccgtcacgcc tcccgttagc ta 22 



- 899 - 



<210> 1076 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1076 

caaacgaggt tttccaagga gttga 25 
<210> 1077 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic . • 

<400> 1077 

agatccctgg atcagattta gagagctc 2 8 

<210> 1078 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1078 

tagctaacgg aaagaggcg 19 
<210> 1079 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> ■ Synthetic 
<400> 1079 

ccaggaagca agtggaggcg tgacggu 27 



" 900 - 



m 



<210> 1080 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_feature 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group, 

<400> 1080 

cactgcttcg tgg 13 

<210> 1081 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1081 

ccgtcacgcc tcccgttag 19 

<210> 1082 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1082 

agaggtacaa acgaggtttt ccaaggaga 29 

<210> 1083 

<211> 28 

<212> DNA 



-901 - 



<213> Artificial Sequence 
^<220> 

<223> Synthetic 

<400> 1083 

ctaagatccc tggatcagat ttagagag 28 

<210> 1084 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1084 

ctaacggaaa caagaggcg 19 

<210> 1085 

<211> 27 

,<212> DNA 

<213> Artificial Sequence ' ^ 

<220> 

<223> Synthetic 

<400> 1085 

ccaggaagca agtggaggcg tgacggu 27 

<210> 1086 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (3) . . (3) 

<223> The residue at this position is linked to a Z21 quenching group. 

<400> 1086 

cactgcttcg tgg 13 



- 902 - 



<210> 1087 

<211> 37 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1087 

aacgaggcgc accttaccaa tgcctaagaa aagagtt 

<210> 1088 

<211> 36 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1088 

tgcattattt ttctgtcact ctcctctttc caatta 

<210> 1089 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1089 

aactcttttc ttaggcattt tgaaggtgcg 

<210> 1090 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1090 

cggaggaagc agttggtgcg cctcgttaa 



- 903 - 



m 



<210> 


1091 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this 

dye ^ 


<400> 1091 
caacgcttcc tccg 


<210> 


1092 


<211> 


37 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


1092 



14 



cagtcacgtc tctcttcaaa atgcctaaga aaagagt 37 
<210> 1093 
<211> 37 
<212> DNA 

<213> Artificial Sequence - . 

<220> 

<223> Synthetic 
<400> 1093 

tctgcattat ttttctgtca ctctcctctt tccaata 37 
<210> 1094 
<211> 31 
<212> DNA 



- 904 - 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1094 

actcttttct taggcatttt gaagagagac g 31 
<210> 1095 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1095 

get act gaga tgaaggagac gtgactgta 29 



<210> 


1096 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4).. (4) 


<223> 


The residue at this 
dye • 


<400> 1096 
cttctctcag tagc 


<210> 


1097 


<211> 


27 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


1097 



14 



aacgaggcgc acccttttgc cagttcc 27 

- 905 - 



<210> 1098 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> ' 
<223> Synthetic 
<400> 1098 

gctctgcagg attttcatgt caccata 27 
<210> 1099 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1099 

gaggaactgg caaaagggtg eg 22 
<210> , 1100 
<211> 29 
<212> ' DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1100 

gctactgaga tgaaggagac gtgactgta 2 9 

<210> 1101 
<211> 14 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



- 906 - 




<220> 

<221> misc_f eature 
<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 1101 

cttctctcag tagc 14 
<210> 1102 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1102 

aacgaggcgc acccttttgc cagt 24 
<210> 1103 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1103 

gctctgcagg attttcatgt caccata 27 
<210> 1104 



<211> 



26 



<212> 



DNA 



<213> 



Artificial Sequence 



<220> 



<223> 



Synthetic 



<400> 1104 

tcctccagat atccaagaag agactc 



26 



- 907 - 



<210> 1105 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1105 

actggcaaaa ggcgggc 17 

<210> 1106 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1106 

cggaggaaag cagttggtgc gcctcguuaa ' 30 

<210> 1107 . 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1107 

cggaagaaag cagttggtgc gcctcguuaa 3 0 

<210> 1108 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



- 908 - 



<220> 

<221> misc_feature 
<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 1108 

caacgcttcc tccg 14 

<210> 1109 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1109 

gccgcacgcc gccttttgcc agt .23 

<210> 1110 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1110 

gctctgcagg attttcatgt caccata 27 

<210> 1111 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1111 

tcctccagat atccaagaag agactc 26 



- 909 - 



<210> 1112 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1112 
actggcaaaa ggcgggc 

<210> 1113 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1113 

cggaggaagc agttgcggcg tgcggca 

<210> 1114 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_feature 

<222> (4) . . (4) 

<223> The residue at this position 
dye 

<400> 1114 
caacgcttcc tccg 



27 



is linked to a spacer bearing a Cy3 



-910- 



<210> 



1115 



<211> 



26 



<212> 



DNA 



<213> 



Artificial Sequence 



<220> 



<223> 



Synthetic 



<400> 1115 

aacgaggcgc acccttttgc cagttc 



26 



<210> 1116 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1116 

gctctgcagg attttcatgt caccata 27 

<210> 1117 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1117 

ctccagatat ccaagaagag actc 24 

<210> 1118 

<211> 19 

<212> DNA 

<213> Artificial Sequence - 
<220> 

<223> Synthetic 

<400> 1118 . , 



gaactggcaa aagggtgcg 



19 



- 911 - 



<210> 1119 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1119 

cggaggaagc agttggtgcg cctcgttaa 29 



<210> 


1120 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4).. (4) 


<223> 


The residue at this 
dye 


<400> 1120 
caacgcttcc tccg 


<210> 


1121 


<211> 


29 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


1121 



14 



ccgtcacgcc tccttggcaa aactgcacc 29 



- 912 - 



<210> 1122 

<211> 30. 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1122 ' 

ccgtcacgcc tccttggcaa aactgcacca , 30 

<210> 1123 

<211> 35 . /. ■ 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic : 

<400> 1123 

ctttatgcac tgacatctaa gttctttagc actca '\ 35 

<210> 1124 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1124 

tggtgcagtt ttgccaagga ggcg 24 

<210> 1125 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1125 

tggtgcagtt ttgccaagga ggcgtg 26 



- 913 • 



<210> 1126 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1126 

cggaagaagc agttggaggc gtgacggc' 28 



<210> 


1127 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4).. (4) 


<223> 


The residue at this 
dye 


<400> 1127 
caacgcttcc tccg 


<210> 


1128 


<211> 


31 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


1128 



14 



ccgtcacgcc tccatcttca ctgattcttg g ■ 31 
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^<210> 1129 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<22 0> 

<223> Synthetic 

<400> 1129 

ccgtcacgcc tccatettca ctgattcttg ga 

<210> 113 0 

<211> 35 

<212> DNA 

<213> Artificial Sequence 
<220> _ 

<223> Synthetic 

<400> 1130 

agtgttgaag tagatttgct tgaagtttca ctgga 

<210> 1131 

<211> 22 

<212> DNA 

<213> Artificial Sequence . 
<220> 

<223> Synthetic 

<400> 1131 

gataccacag agaatgaatt tt 

<210> 1132 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1132 

tccaagaatc agtgaagatg gaggcg 
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<210> 1133 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<4G0> 1133 

tccaagaatc agtgaagatg gaggcgtg 28 

<210> 1134 ^ - ^ ^ 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1134 

gaatcagtga agatggaggc g 21 

<21G> 1135 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1135 

cggaagaagc agttggaggc gtgacggc 28 

<210> 1136 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic ^ . 
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<220> 

<221> misc_feature 
<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 1136 

caacgcttcc tccg 14 

<210> 1137 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> "1137 

ccgtcacgcc cttggctcaa ttttgct * 27 

<210> 1138 

<211> 42 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1138 

ccattcaatt cctgaaatta aagttcggat attctcttgg ca 42 

<210> 1139 ' 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1139 

cctgaaatta aagttcggat attctcttgg ca 32 
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<210> 1140 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1140 

cctgaaatta aagttcggat attctcttgg ca 32 

<210> 1141 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1141 

agcaaaattg agccaaggga ggcg 24 

<210> 1142 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> .1142 

agcaaaattg agccaaggga ggcgtg 26 

<210> 1143 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1143 

cggaagaagc agttggaggc gtgacggc 28 
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<210> 


1144 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_feature 


<222> 


(4).. (4) 


<223,> 


The residue at this 
dye 


<400> 1144 ' 
caacgcttcc tccg 


<210> 


1145 


<211> 


30 


<212> 


DNA 



^ 14 



<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1145 

ccgtcacgcc tccatcttca ctgattcttg 30 

<210> 1146 

<211> 47 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1146 

ttctagcaaa cccattcaat tcctgaaatt aaagttcgga tattcta 47 
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<210> 1147 

<211> 37 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1147 

cccattcaat tcctgaaatt aaagttcgga tattcta 

<210> 1148 

<211> 37 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1148 

cccattcaat tcctgaaatt aaagttcgga tattcta 

<210> 1149 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1149 
ccaagggcca aggaggcgt 

<210> 1150 

<211> 28 ' 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1150 

cggaagaagc agttggaggc gtgacggc 



- 920 - 



<210> 



1151 



<211> 



14 



<212> 



DNA 



<213> 



Artificial Sequence 



<220> 

<223> Synthetic 
<220> 

<221> misc^f eature 

<222> (4) . , (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 1151 

caacgcttcc tccg 14 
<210> 1152 



<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1152. 

ccgtcacgcc tccatcttca ctgattc \ ' 27 

<21G> 1153 

<211> 35 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1153 

agtgttgaag tagatttgct tgaagtttca ctgga 35 

<210> 1154 

<211> 23 

<212> DNA 



<211> 



27 
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<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 1154 

ttggatacca cagagaatga att 


23 


<210> 


1155 




<211> 


28 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 1155 

cggaagaagc agttggaggc gtgacggt 


28 


<210> 


1156 




<211> 


14 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<220> 






<221> 


misc__f eature 




<222> 


(4).. (4) 




<223> 


The residue at this position is 
dye 


linked to a spacer bearing a Cy3 


<400> 1156 
caacgcttcc tccg 




<210> 


1157 




<211> 


26 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Synthetic 




<400> 


1157 





ccgtcacgcc tccatcttca ctgatt 26 
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<210> 1158 

<211> 35 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1158 

agtgttgaag tagatttgct tgaagtttca ctgga 

<210> 1159 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1159 

cttggatacc acagagaatg aatt 

<210> 1160 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1160 

cggaagaagc agttggaggc gtgacggt 

<210> 1161 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



<220> 

<221> misc_f eature 
<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 1161 

caacgcttcc tccg 14 

<210> 1162 

<211> 30 

<212> DNA 

<213> Artificial Sequence . 
<220> 

<223> Synthetic 

<400> 1162 

ccgtcacgcc tccatcttca ctgattcttg 30 

<210> 1163 

<211> 35 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1163 

agtgttgaag tagatttgct tgaagtttca ctgga 35 

<210> 1164 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1164 

ataccacaga gaatgaattt ttttatg 27 
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<210> 1165 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1165 

tccaagaatc agtgaagatg gaggcgtg 

<210> 1166 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<22G> 

<223> Synthetic 

<400> 1166 

cggaagaagc agttggaggc gtgacggt 

<210> 1167 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (4) . . (4) 

<223> The residue at this position 
dye 

<400> ' 1167 
caacgcttcc tccg 



28 



is linked to a spacer bearing a Cy3 
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<210> 1168 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1168 

cggaagaagc agttggtgat ctcggcgg 28 
<210> 1169 

<211>. 14 . ' 

<212> , DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_feature 
<222> ■ (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 1169 ' ^ 

caacgcttcc tccg 14 

<210> 1170 ^ . 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1170 

cggaagaagc agttggaggc gtgacggt 28 
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<210> 1171 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<22 0> 

<223> Synthetic 
<220> 

<221> misc_feature 

<222> (4) . . (4) 

<223> The .residue at this position 
dye 

<400> 1171 
caacgcttcc tccg 

<210> 1172 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

*<223> Synthetic 

<400> 1172 

ccaggaagca agtggaggcg tgacggii 

<210> 1173 

<211> 13 

'<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> Tnisc_f eature 

<222> . (3) . . (3) 

<223> The residue at this position 

<400> 1173 
cactgcttcg tgg 



is linked to a spacer bearing a Cy3 

14 



27 



is linked to a Z21 quenching group. 

13 
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<210> 1174 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1174 

cggaggaagc agttggtgat ctcggcgg 28 



<210> 


1175 


<211> 


14 


<2i2> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_^f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this 
dye 


<400> 1175 
caacgcttcc tccg 


<210> 


1176 


<211> 


28 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


1176 



14 



cggaagaagc agttggaggc gtgacggc 28 
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<210> 1177 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (4) . . (4) 

<223> The residue at this position is 
dye 

<400> 1177 
caacgcttcc tccg 

<210> 1178 

<211> 27 

<212> DNA . 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1178 

ccaggaagca agtggtgcgc ctcgttt 

<210> 1179 

<211> 13 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> mi sc_f eature 

<222> (3) . . (3) 

<223> The residue at this position is 

<400> 1179 
cactgcttcg tgg 



linked to a spacer bearing a Cy3 

14 



27 



linked to a Z21 quenching group. 

13 
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<210> 1180 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 118G 

cggaggaagc agttggtgcg cctcgttaa 29 



<210> 


1181 


<211> 


14 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misG_feature 


<222> 


(4) . . (4) 


<223> 


The residue at this 



dye 
<400> 1181- 

caacgcttcc tccg , _ ,14 

<210> 1182 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1182 

cggaggaagc ggttggtgat ctcggcggca 30 
<210> 1183 
<211> 14 
<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (4) , . (4) 

<223> The residue at this position is 
dye 

<400> 1183 
caacgcttcc tccg 

<210> 1184 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1184 

gctactgaga tgaaggagac gtgactgta 

<210> 1185 

<211> 14 

<212> DNA 

<213> Artificial Sequence . 
<220> 

<223> Synthetic 
<220> 

<221> misc_f eature 

<222> (4) . . (4) 

<223> The residue at this position 
dye 

<400> 1185 
cttctctcag tagc 



linked to a spacer bearing a Cy3 



14 



29 



is linked to a spacer bearing a Cy3 



- 931 - 



m 



<210> 1186 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1186 

ccaggaagca gttggaggcg tgacggt 27 



<210> 


1187 


<211> 


13 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<220> 




<221> 


misc_f eature 


<222> 


(4) . . (4) 


<223> 


The residue at this 
dye 


<400> 1187 
caacgcttcg tgg 


<210> 


1188 


<211> 


24 ' 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic 


<400> 


1188 



13 



aggagccact ccattggatg aagc 24 
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<210> 1189 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1189 

atgtacagaa tccccggtta tttatgcaga 30 

<210> 1190 

<211> 24 , ' 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1190 

gtggcgtatc acagacaatg agag' .24 

<210> 1191 - " . 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1191 

cctcctttat attcccaagt ataacaetct aa 32 

<210> 11£(2 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1192 

aacgaggcgc accacagaca atgagag 27 
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<210> 1193 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1193 

ctctcattgt ctgtggtgcg 20 

<210> 1194 

<211> 32 

<212> DNA^ 

<213> Artificial Sequence 

<220> i 

<223> Synthetic 

<400> 1194 

cctcctttat attcccaagt ataacactct aa 32 

<210> 1195 

<211> 27 

<212> DNA " , 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1195 

agctcaatgc atgtacagaa tccccgg 27 

<210> 1196 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1196 

agctcaatgc atgtacagaa tccccgg 27 
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<210> 1197 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1197 

aacgaggcgc accacagaca atgagagag 2 9 

<210> 1198 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1198 

ctctctcatt gtctgtggtg eg 22 

<210> 1199 

<211> 32 

<212> DNA 

<213> Artificial Sequence , 
<220> 

<223> Synthetic 

<400> 1199 

cctcctttat attcccaagt ataacactct aa 32 

<210> 1200 ^ 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

'<223> Synthetic 

<400> 1200 

ctcaatgcat gtacagaatc cccggtt ' 27 
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<210> 1201 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1201 

aacgaggcgc accacagaca atgagagagc t 31 

<210> 1202 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1202 

agctctctca ttgtctgtgg tgcg 24 

<210> 1203 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1203 

cctcctttat attcccaagt ataacactct aa 32 

<210> 1204 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
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<220> 

< 2 2 1 > mi s c_f eature 
<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 1204 

caacgcttcc tccg 14 
<210> 1205 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic - 
<400> 1205 

aacgaggcgc accacagaca atgagagagc 30 
<210> 1206 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1206 

gctctctcat tgtctgtggt gcg 23 
<210> 1207 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1207 

cctcctttat attcccaagt ataacactct aa 32 
<210> 1208 
<211> 14 
<212> DNA 

- 937 - 



(I 



<213> Artificial Sequence 
<220> 

<223> Synthetic 
<220> 

<221> misc_feature 

<222> (4) . . (4) 

<223> The residue at this position is linked to a spacer bearing a Cy3 
dye 

<400> 1208 

caacgcttcc tccg 14 
<2ld> 1209 ' 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic ' 
<400> 1209 

aacgaggcgc accacagaca atgagaga , 28 
<210> 1210 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1210 

aacgaggcgc accacagaca atgagaga .28 
<210> 1211 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1211 

tctctcattg tctgtggtgc gc 22 
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<210> 1212 

<211> 28 

<212> DNA 

<2i3> Artificial Sequence 
^<220> 

<223> Synthetic 

<400> 1212 

gctcaatgca tgtacagaat ccccggtt 28 

<210> 1213 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1213 

cctcctttat attcccaagt ataacactct aa 32 

<210> 1214 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1214 

aacgaggcgc accacagaca atgaga 26 

<210> 1215 

<211> 20 ' 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1215 

tctcattgtc tgtggtgcgc 20 
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<210> 



1216 



<211> 



32 



<212> 



DNA 



<213> 



Artificial Sequence 



<220> 



<223> 



Synthetic 



<400> 1216 

cctcctttat attcccaagt ataacactct aa 



32 



<210> 1217 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1217 

gagctcaatg catgtacaga atccccg ' 27 

<210> 1218 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1218 

aacgaggcgc acctcttatc agagctc 27 

<210> 1219 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1219 

aacgaggcgc acctcttatc agagctc 27 
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<210> 1220 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1220 

ttgtggagga aattattgag aaatgttgat ta 

<210> 1221 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1221 
gagctctgat aagaggtgcg 

<210> 1222 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1222 
ccgtcacgcc tcgccccaca 

<210> 1223 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1223 
tgtggggcga ggcg 
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m 

<210> 1224 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1224 

cagcacaggc tgttgaccat cataaaac 

<210> 1225 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1225 

cuuuuccaua cuuuuuauga cauuc 

<210> 1226 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1226 

cttttccaga ctttttatga cattc 

<210> 1227 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1227 

Cttttccaga ctttttatga c 




28 



25 



25 
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I 



<210> 1228 
<-211> 20 
<212> DWA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1228 

ccgtcacgcc tcgccccaca 20 
<210> 1229 
<211> 20 
<212> DNA- 

<213> ^Artificial Sequence 
<220> 

<223> Synthetic 
<40.0> 1229 

ccgtcacgcc tcgccccaca 20 
<210> . 1230 
<211>. 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1230 

cagcacaggc tgttgaccat cataaaac 28 
<210> 1231 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1231 

cuuuuccaua cuuuuuauga cauuc 25 
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<210> 1232 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1232 

ccgtcacgcc tcgccccacc 20 

<210> 1233 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1233 

ccgtcacgcc tcgccccacg 20 

<210> 1234 

<211> 20 

<212> DNA ■ 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1234 

ccgtcacgcc tcgccccact 20 

<210> 1235 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1235 

tgtggggcga ggcg 14 
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<210> 1236 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1236 

cagcacaggc tgttgaccat cataaaac . ' 2 8 

<210> 1237 . 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1237 

cuuuuccaua cuuuuuauga cauuc 25 

<210> 1238 ' 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1238 

ccgtcacgcc tgatcataaa agccc 25 

<210> 1239 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1239 

gggcttttat gatcaggcg 19 
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<210> 1240 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1240 
cagcacaggc tgttgaccc 

<210> 1241 

<211> , 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1241 

cacacttttc catacttttt atg 

<210> 1242 , . 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1242 

aacgaggcgc acccattgga tgaag 

<210> 1243 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1243 
cttcatccaa tgggtgcgc 



<210> 1244 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1244 

gtacagaatc cccggttatt tatgcagta 29 

<210> 1245 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1245 

cccatcttca tttcagag 18 

<210> 1246 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1246 

gtggcgtatc gtgtctaatt tcaag 25 

<210> 1247 

<211> 31 ' 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1247 

aatgggtttt tctggttgaa gaagtccttg a 31 
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<210> 



1248 



<211> 



28 



<212> 



DNA 



<213> 



Artificial Sequence 



<220> 



<223> 



Synthetic 



<400> 1248 

aacgaggcgc accgtgtcta atttcaag 



28 



<210> 1249 ■ 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1249 

aacgaggcgc accgtgtcta atttcaaggg 30 

<210> 1250 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1250 

cttgaaatta gacacggtgc g 21 

<210> 1251 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1251 

aatgggtttt tctggttgaa gaagtccttg a 31 
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<210> 1252 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1252 

aacgaggcgc accgtgtcta atttcaag 

<210> 1253 ' 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1253 

cttgaaatta gacacggtgc g 

<210> 1254 

<211> 31 

<212> DNA* 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1254 

aatgggtttt tctggttgaa gaagtccttg 

<210> 1255 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1255 

gggatctgtg tttctttaca aggt 



<210> 1256 
<211> 28 

<212> DMA 

<213> Artificial Sequence ■ 
<220> 

<223> Synthetic 
<400> ' 1256 

aacgaggcgc accgtgtcta atttcaag 

<210> 1257 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1257 

cttgaaatta gacacggttc tc 

<210> 1258 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic ' ' \ 

<400> 1258 

ggtttttctg gttgaagaag tccttga 

.<210> 1259 

<211> 15 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400>j 1259 
gggatctctg tttct 



<210> 1260 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1260 

aacgaggcgc accgtgtcta atttcaaggg 

<210> 1261 

<211> 23 

<212> DNA 

<213> Artificial Sequence 

<220> - 

<223> Synthetic 

<400> 1261 

cccttgaaat tagacacggt gcg 

<210> 1262 ■ 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1262 

aatgggtttt tctggttgaa gaagtccttg 

<210> 1263 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 



<220> 

< 2 2 1 > mi sc_f eature 
<222> (4) . . (4) 

<223> The residue at this position 
dye 

<400> 1263 
caacgcttcc tccg 

<210> 1264 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1264 

aacgaggcgc accgtgtcta atttcaagg 

<210> 1265 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic - 

<400> 1265 

aacgaggcgc accgtgtcta atttcaagg 

<210> 1266 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1266 

ccttgaaatt agacacggtg cgc 



is linked to a spacer bearing a Cy3 



14 



29 



29 
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<210> 1267 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1267 

ccttgaaatt agacacggtg cgc 23 

<210> 1268 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
-<220> 

<223> Synthetic 

<400> 1268 

aatgggtttt tctggttgaa gaagtccttg a 31 

<210> 1269 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1269 ' 

ggatctgtgt ttctttacaa ggtttgaagg ag 32 

<210> 1270 

<211> 27 ^ 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1270 

aacgaggcgc accgtgtcta atttcaa 27 



- 953 - 



<210> 1271 

<211> 21 

<212>. DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1271 

ttgaaattag acacggtgcg c 21 

<210> 1272 . . 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1272 

aatgggtttt tctggttgaa gaagtccttg a 31 

<210> 1273 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1273 

999gatctgt gtttctttac aagg 24 

<210> 1274 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1274 

aacgaggcgc accgtgtcta atttca 26 
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<210> 1275 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1275 

tgaaattaga cacggtgcgc 20 

<210> 1276 

<211> 27 

'<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1276 

ggtttttctg gttgaagaag tccttga 27 

<210> 1277 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1277 

aggggatctg tgtttct 17 

<210> 1278 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1278 

tggcgtatct gaccctttgg gaat 24 
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<210> 1279 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1279 

gaagagcata agttggaatc accaccata 

<210> 1280 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1280 

atacggttgg tcctctcaag tcta 

<210> 1281 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<4G0> 1281 

ccccattgat ttcaacatct ttcttgcaac 

<210> 1282 , 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1282 

aacgaggcgc acgcgtgtct aatttc 



<210> 1283 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1283 
gaaattagac acgcgtgcgc 

<210> 1284 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1284 

ggtttttctg gttgaagaag tccttc 

<210> 1285 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1285 
ccggggatct gtgtttc 

<210> 1286 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1286 

ccgtcacgcc tcgcgtgtct aatttc 



<210> 1287 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1287 
gaaattagac acgcgaggcg 

<210> 1288 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1288 

ggtttttctg gttgaagaag tccttc 

<210> 1289 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1289 
ccggggatct gtgtttc 

<210> 1290 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1290 

aacgaggcgc agttcatacg ttcc 



<210> 1291 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1291 
ggaacgtatg aactgcgc 

<210> 1292 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1292 
ccagcacagg gagttgacca 

<210> 1293 

<211> 19 

<212> DNA, 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1293 
ccacattttt ccatacttt 

<210> 1294 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1294 

ccgtcacgcc tgttcatacg ttcc 



<210> 1295 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1295 

ggaacgtatg aacaggcg 18 

<210> '1296 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1296 

ccagcacagg gagttgacca 20 

<210> 1297 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1297 

ccacattttt ccatacttt 19 

<210> 1298 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1298 

aacgaggcgc acagttgacc ttca 24 
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<210> 1299 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1299 

aacgaggcgc acagttgacc ttca 24 

<210> 1300 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1300 

aacgaggcgc acagttgacc ttca 24 

<210> 1301 

<2ri> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1301 

tgaaggtcaa ctgtgcgc , 18 

<210> 1302 

<2li> 19 . 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1302 

gtgatggcca gcacagggc 19 
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4 



<210> 1303 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1303 

tacgttcccc acatttttc 19 

<210> 1304 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1304 

tacgttcccc acatttttc 19 

<210> 1305 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1305 

ccgtcacgcc tcagttgacc ttca 24 

<210> 1306 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1306 

tgaaggtcaa ctgaggcg 18 
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<210> 1307 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1307 

gtgatggcca gcacagggc 19 
<210> 1308 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1308 

tacgttcccc acatttttc ' 19 

<210> 1309 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1309 

aacgaggcgc actcctctca agt 23 
<210> 1310 
<211> 17 
<212> DNA 

<213> ^ Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1310 

acttgagagg agtgcgc 17 



- 963 - 



<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1311 

ccattgattt caacatcttt cttgcaaga 

<210> 1312 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<22 0> 

<223> Synthetic 

<400> 1312 

ctaatagcaa ctgggaataa tc 

<210> 1313 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1313 

ccgtcacgcc tctcctctca agt 

<210> 1314 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1314 
acttgagagg agaggcg 



<210> 1315 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1315 

ccattgattt caacatcttt cttgcaaga 29 

<210> 1316 . 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1316 

ctaatagcaa ctgggaataa tc 22 

<210> 1317 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1317 

aacgaggcgc acagttgacc ttc 23 

<210> 1318 

<211> 18 . 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic' 

<400> 1318 

tgaaggtcaa ctgtgcgc 18 
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<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1319 
gtgatggcca gcacagggc 

<210> 1320 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1320 
atacgttccc cacatttttc 

<210> 1321 

<211>' 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1321 

tggcgtatct ggattaaatc ttaaaag 

<210> 1322 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1322 

gacttttatt gagagaacga atggatctaa 



<210> 1323 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1323 

aacgaggcgc actggattaa atcttaaaag 

<210> 1324 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1324 

gacttttatt gagagaacga atggatctaa 

<210> 1325 

<211> 23 

'<212> DNA 

<213> Artificial Sequence 
<220> 

*<223> Synthetic 

<400> 1325 

cttttaagat ttaatccagt gcg 

<210> 1326 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1326 

aacgaggcgc actggattaa atcttaaaag 



<210> .1327 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1327 

gacttttatt gagagaacga atggatctaa a 31 

<210> 1328 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1328 

cttttaagat ttaatccagt gcg 23 

<210> 1329 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1329 

cttcttggtg ttttcca 17 

<210> 1330 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1330 

aggagccact catcccttga ct ^ 22 



- 968 - 



<210> 1331 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1331 

cttagggaaa tcaggctcca cttacggta 29 

<210> 1332 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1332 

aacgaggcgc acctcatccc ttgact 26 

<210> 1333 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1333 

aacgaggcgc acctcatccc ttgact 26 

<210> 1334 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1334 

agtcaaggga tgaggtgcg 19 
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<210> 1335 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1335 

cttagggaaa tcaggctcca cttacggta 29 

<210> 1336 

<211> 25 

<212> *DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1336 

aacgaggcgc acctcatccc ttgac 25 

<210> 1337 . . , 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> ' 

<223> Synthetic 

<400> 1337 

gtcaagggat gaggtgcgc 19 

<210> 1338 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1338 

cttagggaaa tcaggctcca cttacggta 29 
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<210> 1339 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1339 

tcagccttta gaacaatggg tttttctgtt ag 

<210> 1340 

<211> 28 ' 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1340 

tcagccttta gaacaatggg tttttctg 

<210> 1341 

<211> 28 

■<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1341 

ctcagccttt agaacaatgg gtttttct 

<210> 1342 

<211> 28 

<212> DNA 

<213> Artificial Sequence , 
<220> 

<223> Synthetic 

<400> 1342 

ctcagccttt agaacaatgg gtttttct 



<210> 1343 

<211> 24 

■ <212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1343 

aacgaggcgc acctcatccc. ttga 

<210> 1344 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1344 

aacgaggcgc acctcatccc ttgac 

<210> 1345 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1345 
tcaagggatg aggtgcgc 

<210> 1346 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1346 

cttagggaaa tcaggctcca cttacggt 



<210> 1347 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1347 

ctcagccttt agaacaatgg gtttttctgt tag 

<210> 1348 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1348 

atacggttgg taaagtaatt tgaggt 

<210> 1349 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1349 

gaagcccgtc ttcatttcag ggttctattt c 

<210> 1350 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1350 

aacgaggcgc acgtaaagta atttgaggt 



<210> 1351 
<211> 31 
<212> DNA 

<213>^ Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1351 

gaagcccgtc ttcatttcag ggttctattt c 31 
<210> 1352 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1352 

acctcaaatt actttacgtg eg - 22 

<210> 1353 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic : 
<400> 1353 

aacgaggcgc acgtaaagta atttgaggt 29 
<210> . 1354 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1354 

gaagcccgtc ttcatttcag ggttctattt c 31 
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<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1355 

acctcaaatt actttacgtg eg 

<210> 1356 

<211> 15 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1356 
ctctggtgtt ctggg 

<210> 1357 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1357 

ccgtcacgcc tcgtcataaa tacccc 

<210> 1358 

<211> 20 ■ 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1358 
ggggtcttta tgacgaggcg 



<210> 1359 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1359 

gccagcatag gctgttgaca c 
<210> 1360 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1360 

agacttttct atacttttta taacattc 
<210> 1361 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1361 

aacgaggcgc acgtcataaa tacccc 
<210> 1362 
<211> 26 
<212> , DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1362 . 

aacgaggcgc acgtcataaa tacccc 



<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1363 

aacgaggcgc acgtcataaa tacccc . 

<210> 1364 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1364 
ggggtattta tgacgtgcgc 

<210> 1365 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1365 

gccagcatag gctgttgaca c 

<210> 1366 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400>. 1366 

agacttttct atacttttta taacattc 



<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1367 

ccgtcacgcc tcgattaaat cttaaaagct t . 

<210> 1368 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1368 

aagcttttaa gatttaatcg^ aggcg 

<210> 1369 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1369 

gacttttatt gagagaacga atggatctaa tgc 

<210> 1370 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1370 
cttggtgttt tccacaaag 



<210> 1371 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1371 

aacgaggcgc acgattaaat cttaaaagct t 31 

<210> 1372 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1372 

aagcttttaa gatttaatcg tgcgc 25 

<210> 1373 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1373 

gacttttatt gagagaacga atggatctaa tgc 33 

<210> 1374 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1374 

cttggtgttt tccacaaag 19 
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<210> 1375 

<211> 22 

<212> DNA 

<213> Artificial Sequence 

<220> ' . . 

<223> Synthetic 

<400> 1375 

ccgtcacgcc tgtcatccct tg 22 

<210> 1376 . 

<211> 16 . 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1376 

caagggatgc acggcg . - , 16 

<210> 1377 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
.<220> V ^ 

<223> Synthetic 

<400> 1377 

ggaaatcagg ctccacttac ggtca 25 

<210> 1378 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1378 

actcagcctt tagaacaatg 20 



- 980 - 



<210> 1379 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1379 

ccgtcacgcc tctaaagtaa tttgaggtc 2 9 

<210> 1380 

<211> 23 

•<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1380 

gacctcaaat tactttagag gcg 23 

<210> 1381 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1381 . 

cgtcttcatt tcagggttct atttga 26 

<210> 1382 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<22 0> 

<223> Synthetic 

<400> 1382 

tctggtgttc tggg 14 
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<210> 1383 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1383 

aacgaggcgc actaaagtaa tttgaggtc 

<210> 1384 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1384 

gacctcaaag gactttagtg cgc 

<210> 1385 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1385 

cgtcttcatt tcagggttct atttga 

<210> 1386 

<211> 14 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1386 
tctggtgttc tggg 



<210> 1387 

<211> 23 

<212> DNA 

<i213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1387 

tggcgtatct aggctttgct tec 

<210> 1388 

<211> 31 

<212> ^ DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1388 

ttcatgtagt cagggtcata gacaattaag 

<210> 1389 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1389 

aacgaggcgc actaggcttt gcttcc 

<210> 1390 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1390 
ggaagcaaag cctagtgcg 



<210> 1391 
<211> , 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1391 

ggaagcaaag cctagtgcgc 20 
<210> 1392 
<211> 31 
<212> DNA 

'<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1392 

ttcatgtagt cagggtcata gacaattaag a 31 
<210> 1393 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1393 

aacgaggcgc actaggcttt gcttccc 27 
<210> 1394 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1394 

gggaagcaaa gcctagtgcg c 21 
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<210> 



1395 



<211> 



31 



<212> 



DNA 



<213> 



Artificial Sequence 



<220> 



<223> 



Synthetic 



<400> 1395 

ttcatgtagt cagggtcata gacaattaag a 



31 



<210> 1396 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1396 

aacgaggcgc actaggcttt gcttc * 25 

<210> 1397 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1397 

gaagcaaagc ctagtgcgc 19 

<210> 1398 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1398 

cccagaacca tcgaggaaag gc 22 
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<210> 



1399 



<211> 



31 



<212> 



DNA 



<213> 



Artificial Sequence 



<220> 



<223> 



Synthetic 



<400> 1399 

ttcatgtagt cagggtcata gacaattaag a 



31 



<210> 1400 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1400 

aacgaggcgc actaggcttt gctt 24 

<210> 1401 

<211> 18 / 

<212> DNA 

<213> Artificial Sequence 
<220> ; 

<223> Synthetic 

<400> 1401 

aagcaaagcc tagtgcgc , 18 

<210> 1402 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1402 

ttcatgtagt cagggtcata gacaattaag a 31 
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<210> 1403 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1403 

ccccagaacc atcgaggaaa gg 

<210> 1404 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1404 

ccccagaacc atcgaggaaa gg 

<210> 1405 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1405 

aacgaggcgc actaggcttt get 

<210> 1406 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1406 

aacgaggcgc actaggcttt get 



<210> 1407 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1407 

aacgaggcgc actaggcttt get 

<210> 1408 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1408 
agcaaagcct agtgcgc 

<210> 1409 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1409 
agcaaagcct agtgcgc 

<210> 1410 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1410 

ttcatgtagt cagggtcata gacaattaag 



<210> 1411 

<211> 23 - 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1411 

tccccagaac catcgaggaa agg 23 
<210> 1412 
<211> , 23 
<212> ^ DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1412 

tccccagaac catcgaggaa agg 23 
<210> 1413 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1413 

atacggttgg tcttgacctg cc 22 
<210> 1414 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1414 

aggagatatg ttgaaagatt tctatagagg ac 32 
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<210> 1415 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1415 

aacgaggcgc acgtcttgac ctgcc . 25 

<210> 1416 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1416 

ggcaggtcaa gacgtgcg 18 

<210> 1417 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1417 

aggagatatg ttgaaagatt tctatagagg ac 32 

<210> 1418 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1418 

aacgaggcgc acgtcttgac ctgc 24 
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<210> 1419 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1419 

ggcaggtcaa gacgtgcg 18 

<210> 1420 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1420 

aggagatatg ttgaaagatt tctatagagg ac 32 

<210> 1421 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1421 

tggcgtatct tagatggagt aagga ,25 

<210> 1422 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1422 

attcctcata attcaaaagg gacttagtag gt 32 
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<210> 1423 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1423 

aacgaggcgc acttagatgg agtaagga 

<210> 1424 

<211> 21 

<212> DNA. 

<213> -Artificial Sequence 
<220> 

<223> Synthetic 

<400.> 1424 

tccttactcc atctaagtgc g 

<210> 1425 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1425 

aacgaggcgc actggatacc cttggg 

<210> 1426 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic ' 

<400> 1426 
cccaagggta tccagtgcgc 



<210> 1427 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1427 

ggtggagacc ataaatggag agtgtgacta 

<210> 1428 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1428 

aacgaggcgc acaggtgtct ggagt'aaaag 

<210> 1429 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1429 

cttttactcc agacacctgt gcgc 

<210> 1430 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1430 
gtccacgcac aagctgggac 



<210> 1431 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> . Synthetic 

<400> 1431 

aacgaggcgc acagaaggcc cctt 

<210> 1432 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1432 
aaggggcctt ctgtgcgc 

<210> 1433 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1433 

ccttgaacag caccagaaat agactgagca 

<210> 1434 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1434 

ggaagaaccc agagacacca tec 



<210> 1435 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1435 

ccgtcacgcc tcagaaggcc cctt 24 
<210> 1436 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<22 0> 

<223> Synthetic 
<400> 1436 

aaggggcctt ctgaggcg 18 
<210> 1437 ^ . 

<211> 31 _ \ 

<212> \ DNA 

<213> Artificial Sequence 
<220> 

<223> , Synthetic 
<400> 1437 

ccttgaacag caccagaaat agactgagca c 31 
<210> 1438 
<211> 25 ' 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1438 

aacgaggcgc acagaaggcc ccttg 25 
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<210> 1439 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1439 
caaggggcct tctgtgcgc 

<210> 1440 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1440 

ccttgaacag caccagaaat agactgagca 

<210> 1441 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1441 

aacgaggcgc acagaaggcc ccttgg 

<210> 1442 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1442 

aacgaggcgc acagaaggcc cctt 



<210> 



1443 



<211> 



24 



<212> 



DNA 



<213> 



Artificial Sequence 



<220> 



<223> 



Synthetic 



<400> 1443 

aacgaggcgc acagaaggcc cctt 



24. 



<210> 1444 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1444 

ccaaggggcc ttctgtgcgc 20 

<210> 1445 

<211> 18 

<212> DNA 

<213> Artificial Sequence * 
<220> 

<223>^ Synthetic 

<400> 1445 

aaggggcctt ctgtgcgc. 18 

<210> 1446 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1446 

ccttgaacag caccagaaat agactgagca c 31 
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<210> 1447 

<211> 26 

<212> .DNA 

<213> Artificial Sequence 
<22 0> 

<223> Synthetic 

<400> 1447 

aacgaggcgc acttgacaga gtccgc 

<210> 1448 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1448 
gcggactctg tcaagtgcgc 

<210> 1449 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1449 

gcttctccca tttgtctagc attataa 

<210> 1450 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1450 

aacgaggcgc acttgacaga gtccg 



26 



20 



27 
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<210> 1451 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1451 
cggactctgt caagtgcgc 

<210> 1452 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1452 

gcttctccca tttgtctagc attataa 

<210> 1453 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1453 

ccatgatttt gacatagggt ttgaggatg 

<210> 1454 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 1454 

aacgaggcgc acttgacaga gtcc 



<210> 1455 
<211> * 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1455 

aacgaggcgc acttgacaga gtcc 24 
<210> 1456 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1456 

aacgaggcgc acttgacaga gtcc 24 
<210> 1457 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1457 

ggactctgtc aagtgcgc 18 
<210> 1458 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 1458 

ggactctgtc aagtgcgc 18 



1000 - 



